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Supplementary Table S1: Primers of gPCR

Gene Size Sequence(5°-3")
Glyma.11G238800 138 bp F: GGTGGAAACAACGGCTCAAC

R: GGACCCAACTCGGATAGCTG
Glyma.14G072200 100 bp F: GACGCAGCTGACTGGGTTTA

R: GTATGCGGACCACTTTCCCA
Glyma.16G065700 277 bp F: AGCAAATGCTTTGTTGAAGTGGAA

R: AGTGTTGAGATTGGATAAGGAACCA
Glyma.12G210600 159 bp F: ACCTTCAAGAAGCTTGTGGCT

R: TGTCAAACAATTCCTTATCCTTCCA
Glyma.08G109300 132 bp F: AGCACATGACCGAGCTCAAA

R: ACGAAGGTGCCATGTAAGCA
Glyma.12G232500 84 bp F: GGAATCGTGTTAGGTTTAATTCCCA

R: CAACTGATCACCTCGTCGGT
Glyma.16G214900 286 bp F: TCATCGAAGGCAAGTTTAAAGAGT

R: TAAGCTTCCTGCAACCAGCA
Glyma.09G073600 204 bp F: TGGCCTCATCGAGACCTACA

R: CCACCATTGCATGTGGCAAA
ACT11 213 bp F: CAACCCAAAGGTCAACAG

R: CAGCGAGATCCAAACGAA
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Supplementary Table S2: Enriched GO terms associated with biological processes among DEGs between the 2mlpa and

2MWT lines at five seed developmental stages

Gene Number In Term

GO_ID

GOTerm

Stage 2

Stage 3

Stage 4
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G0:0001738

morphogenesis of a polarized epithelium

G0:0002009

morphogenesis of an epithelium

G0:0015691

cadmium ion transport

G0:0046108

uridine metabolic process

G0:0048729

tissue morphogenesis

G0:1901658

glycosyl compound catabolic process

G0:0002239

response to oomycetes

G0:0009403

toxin biosynthetic process

G0:0009700

indole phytoalexin biosynthetic process

G0:0015977

carbon fixation

G0:0035434

copper ion transmembrane transport

G0:0042435

indole-containing compound biosynthetic process

G0:0042548

regulation of photosynthesis, light reaction

G0:0043467

regulation of generation of precursor metabolites and energy

G0:0045682

regulation of epidermis development

G0:0046217

indole phytoalexin metabolic process

G0:0052314

phytoalexin metabolic process

G0:0052315

phytoalexin biosynthetic process
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G0O:0006658

phosphatidylserine metabolic process

G0:0015985

energy coupled proton transport, down electrochemical gradient
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G0:0015986

ATP synthesis coupled proton transport
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G0:0006536

glutamate metabolic process

G0:0006829

zinc 1l ion transport

G0:0010109

regulation of photosynthesis

G0:0032958

inositol phosphate biosynthetic process

G0:0046173

polyol biosynthetic process

G0:0072350

tricarboxylic acid metabolic process
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G0:0009250

glucan biosynthetic process

G0:0009608

response to symbiont

G0:0009627

systemic acquired resistance

G0:0072506

trivalent inorganic anion homeostasis

G0:0006241

CTP biosynthetic process

G0:0009926

auxin polar transport

G0:0046036

CTP metabolic process

G0:1990066

energy quenching

G0:0015850

organic hydroxy compound transport

G0:0001934

positive regulation of protein phosphorylation

G0:0010562

positive regulation of phosphorus metabolic process

G0:0042327

positive regulation of phosphorylation

G0:0045937

positive regulation of phosphate metabolic process
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G0:0055081

anion homeostasis

G0:0006220

pyrimidine nucleotide metabolic process

G0:0006221

pyrimidine nucleotide biosynthetic process

G0:0009218

pyrimidine ribonucleotide metabolic process

G0:0009220

pyrimidine ribonucleotide biosynthetic process

G0:0046132

pyrimidine ribonucleoside biosynthetic process

G0:0046134

pyrimidine nucleoside biosynthetic process

G0:0072528

pyrimidine-containing compound biosynthetic process

G0:0006825

copper ion transport

G0:0009147

pyrimidine nucleoside triphosphate metabolic process

G0:0009148

pyrimidine nucleoside triphosphate biosynthetic process

G0:0009208

pyrimidine ribonucleoside triphosphate metabolic process

G0:0009209

pyrimidine ribonucleoside triphosphate biosynthetic process

G0:0009630

gravitropism

G0:0009814

defense response, incompatible interaction

G0:0031347

regulation of defense response

G0:0031401

positive regulation of protein modification process

G0:0032270

positive regulation of cellular protein metabolic process

G0:0051247

positive regulation of protein metabolic process
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G0:0002252 | immune effector process 12
G0:0006074 | (1->3)-beta-D-glucan metabolic process 12
G0:0009629 | response to gravity 12
G0:0015914 | phospholipid transport 12
G0:0010466 | negative regulation of peptidase activity 8 12
G0:0030162 | regulation of proteolysis 8 12
G0:0045861 | negative regulation of proteolysis 8 12
G0:0051346 | negative regulation of hydrolase activity 8 12
G0:0052547 | regulation of peptidase activity 8 12
G0:0006213 | pyrimidine nucleoside metabolic process 13
G0:0009409 | response to cold 13
G0:0010604 | positive regulation of macromolecule metabolic process 13
G0:0031325 | positive regulation of cellular metabolic process 13
G0:0046131 | pyrimidine ribonucleoside metabolic process 13
G0:0048437 | floral organ development 13
G0:0080134 | regulation of response to stress 13
G0:0043086 | negative regulation of catalytic activity 8 13
G0:0019220 | regulation of phosphate metabolic process 14
G0:0043648 | dicarboxylic acid metabolic process 14
G0:0051174 | regulation of phosphorus metabolic process 14
G0:0051239 | regulation of multicellular organismal process 4 14
G0:0031399 | regulation of protein modification process 15
G0:0006869 | lipid transport 16
G0:0009893 | positive regulation of metabolic process 16
G0:0006972 | hyperosmotic response 18
G0:0009167 | purine ribonucleoside monophosphate metabolic process 9 10 10 18
G0:0009168 | purine ribonucleoside monophosphate biosynthetic process 9 10 10 18
G0:0009411 | response to UV 19
G0:0098655 | cation transmembrane transport 8 9 9 19
G0:0098660 | inorganic ion transmembrane transport 8 9 9 19
G0:0098662 | inorganic cation transmembrane transport 8 9 9 19
G0:1901698 | response to nitrogen compound 5 20
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G0:0009126 | purine nucleoside monophosphate metabolic process 9 10 10 21
G0:0009127 | purine nucleoside monophosphate biosynthetic process 9 10 10 21
G0:0009812 | flavonoid metabolic process 12 4 21
G0:0009266 | response to temperature stimulus 22
G0:0010876 | lipid localization 22
G0:0098771 | inorganic ion homeostasis 5 22
G0:0006633 | fatty acid biosynthetic process 9 22
G0:0009156 | ribonucleoside monophosphate biosynthetic process 9 10 11 22
G0:0009161 | ribonucleoside monophosphate metabolic process 9 10 11 22
G0:0072330 | monocarboxylic acid biosynthetic process 9 23
G0:0009914 | hormone transport 25
G0:0050801 | ion homeostasis 7 25
G0:0051273 | beta-glucan metabolic process 12 25
G0:0009064 | glutamine family amino acid metabolic process 10 25
G0:0009123 | nucleoside monophosphate metabolic process 10 10 11 25
G0:0009124 | nucleoside monophosphate biosynthetic process 10 10 11 25
G0:0060918 | auxin transport 3 25
G0:0000302 | response to reactive oxygen species 13 6 27
G0:0006955 | immune response 28
G0:0045087 | innate immune response 28
G0:0000041 | transition metal ion transport 29
G0:0003002 | regionalization 29
G0:0007389 | pattern specification process 29
G0:0032268 | regulation of cellular protein metabolic process 29
G0:0051246 | regulation of protein metabolic process 29
G0:0009141 | nucleoside triphosphate metabolic process 11 11 12 29
G0:0009639 | response to red or far red light 30
G0:0048878 | chemical homeostasis 8 30
G0:0034728 | nucleosome organization 31
G0:0071824 | protein-DNA complex subunit organization 31
G0:0015992 | proton transport 12 13 13 31
G0:0010817 | regulation of hormone levels 33
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G0:0009908 | flower development 34
G0:0006164 | purine nucleotide biosynthetic process 13 12 13 36
G0:0009152 | purine ribonucleotide biosynthetic process 13 12 13 36
G0:0002376 | immune system process 38
G0:0009620 | response to fungus 10 38
G0:0006818 | hydrogen transport 16 15 16 38
G0:0072522 | purine-containing compound biosynthetic process 14 13 14 38
G0:0015711 | organic anion transport 19 39
G0:0015672 | monovalent inorganic cation transport 15 13 14 39
G0:1901657 | glycosyl compound metabolic process 13 13 15 41
G0:0006073 | cellular glucan metabolic process 16 42
G0:0044264 | cellular polysaccharide metabolic process 17 43
G0:0080090 | regulation of primary metabolic process 46
G0:0009260 | ribonucleotide biosynthetic process 15 13 15 46
G0:0046390 | ribose phosphate biosynthetic process 15 13 15 46
G0:0032446 | protein modification by small protein conjugation 48
G0:0090567 | reproductive shoot system development 48
G0:0009165 | nucleotide biosynthetic process 13 15 51
G0:1901293 | nucleoside phosphate biosynthetic process 13 15 51
G0:0006325 | chromatin organization 52
G0:0044042 | glucan metabolic process 24 52
G0:0031323 | regulation of cellular metabolic process 53
G0:0006952 | defense response 11 54
G0:0009617 | response to bacterium 55
G0:0071822 | protein complex subunit organization 58
G0:0048608 | reproductive structure development 59
G0:0061458 | reproductive system development 59
G0:0090407 | organophosphate biosynthetic process 19 14 16 60
G0:0048367 | shoot system development 62
G0:1901137 | carbohydrate derivative biosynthetic process 13 17 62
G0:0044262 | cellular carbohydrate metabolic process 67
G0:0044702 | single organism reproductive process 67
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G0:0005976 | polysaccharide metabolic process 34 75
G0:0009416 | response to light stimulus 82
G0:0009314 | response to radiation 94
G0:0009791 | post-embryonic development 94
G0:0006970 | response to osmotic stress 100
G0:0065008 | regulation of biological quality 17 105
G0:0006812 | cation transport 15 21 105
G0:0009725 | response to hormone 111
G0:0001101 | response to acid chemical 112
G0:0003006 | developmental process involved in reproduction 124
G0:0048731 | system development 125
G0:0009719 | response to endogenous stimulus 22 126
G0:0043207 | response to external biotic stimulus 24 134
G0:0051707 | response to other organism 24 134
G0:0009607 | response to biotic stimulus 24 138
G0:0005975 | carbohydrate metabolic process 140
G0:0044711 | single-organism biosynthetic process 55 19 24 147
G0:0010033 | response to organic substance 30 149
G0:0051704 | multi-organism process 28 161
G0:0006811 | ion transport 71 20 31 172
G0:0009605 | response to external stimulus 30 178
G0:0007275 | multicellular organismal development 204
G0:0044707 | single-multicellular organism process 225
G0:0032501 | multicellular organismal process 231
G0:0009628 | response to abiotic stimulus 251
G0:0044765 | single-organism transport 111 33 46 269
G0:1902578 | single-organism localization 112 33 47 272
G0:0042221 | response to chemical 59 334
G0:0006950 | response to stress 64 406
G0:0010467 | gene expression 651
G0:0050896 | response to stimulus 114 795
G0:0043170 | macromolecule metabolic process 1199
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GO:0071704

organic substance metabolic process

1635

G0:0009967

positive regulation of signal transduction

G0:0010039

response to iron ion

G0:0010647

positive regulation of cell communication

G0:0018130

heterocycle biosynthetic process

a1

G0:0018871

1-aminocyclopropane-1-carboxylate metabolic process

G0:0019438

aromatic compound biosynthetic process

(6]

G0:0023056

positive regulation of signaling

G0:0034654

nucleobase-containing compound biosynthetic process

G0:0080135

regulation of cellular response to stress

G0:0098542

defense response to other organism

G0:1901362

organic cyclic compound biosynthetic process

G0:1901700

response to oxygen-containing compound

=01

G0:1990267

response to transition metal nanoparticle

G0:2000026

regulation of multicellular organismal development
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G0:0044699

single-organism process

517

G0:0006820

anion transport

32

G0:0065009

regulation of molecular function

29

G0:0044092

negative regulation of molecular function

27

G0:0033554

cellular response to stress

24

G0:0071554

cell wall organization or biogenesis

24

G0:0019748

secondary metabolic process

20

G0:0009698

phenylpropanoid metabolic process

19

G0:0044550

secondary metabolite biosynthetic process

17

G0:0009699

phenylpropanoid biosynthetic process

16

G0:0015849

organic acid transport

15

G0:0046942

carboxylic acid transport

15

G0O:0006979

response to oxidative stress

13

G0:0015698

inorganic anion transport

13

G0:0048523

negative regulation of cellular process

10

G0:0030243

cellulose metabolic process

G0:0031324

negative regulation of cellular metabolic process
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G0:0032269

negative regulation of cellular protein metabolic process

G0:0051248

negative regulation of protein metabolic process

G0:0009414

response to water deprivation

G0:0009415

response to water

G0:0055065

metal ion homeostasis

G0:0008272

sulfate transport

G0:0009808

lignin metabolic process

G0:0055076

transition metal ion homeostasis

w

G0:0072348

sulfur compound transport

G0:0006875

cellular metal ion homeostasis

G0:0009813

flavonoid biosynthetic process

G0:0030003

cellular cation homeostasis

G0:0034599

cellular response to oxidative stress

G0:0034614

cellular response to reactive oxygen species

G0:0046916

cellular transition metal ion homeostasis

G0O:0006558

L-phenylalanine metabolic process

G0:0009685

gibberellin metabolic process

G0:0070542

response to fatty acid

G0:1902221

erythrose 4-phosphate/phosphoenolpyruvate family amino acid metabolic process

G0:0000304

response to singlet oxygen

G0:0006476

protein deacetylation

G0:0016575

histone deacetylation

G0:0035601

protein deacylation

G0:0051552

flavone metabolic process

G0:0051553

flavone biosynthetic process

G0:0098732

macromolecule deacylation

G0:0006817

phosphate ion transport

G0:0007062

sister chromatid cohesion

G0:0010192

mucilage biosynthetic process

G0:0015750

pentose transport

G0:0071452

cellular response to singlet oxygen

G0:0044710

single-organism metabolic process
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G0:0051179 | localization 181 46
G0:0051234 | establishment of localization 179 46
G0:0055086 | nucleobase-containing small molecule metabolic process 20
G0:1901135 | carbohydrate derivative metabolic process 20
G0:1901566 | organonitrogen compound biosynthetic process 20 23
G0:0006753 | nucleoside phosphate metabolic process 19
G0:0009117 | nucleotide metabolic process 19
G0:0009259 | ribonucleotide metabolic process 19
G0:0019693 | ribose phosphate metabolic process 19
G0:0072521 | purine-containing compound metabolic process 19
G0:0006163 | purine nucleotide metabolic process 18
G0:0009150 | purine ribonucleotide metabolic process 18
G0:0034220 | ion transmembrane transport 10 10
G0:0055085 | transmembrane transport 10 12
G0:1902600 | hydrogen ion transmembrane transport 8 8 9
G0:0015980 | energy derivation by oxidation of organic compounds 7 6
G0:0045333 | cellular respiration 9 6 5
G0:0006461 | protein complex assembly 5
G0:0015988 | energy coupled proton transmembrane transport, against electrochemical gradient 5 6
G0:0022904 | respiratory electron transport chain 5 3
G0:0070271 | protein complex biogenesis 5
G0:0006835 | dicarboxylic acid transport 3
G0:0015740 | C4-dicarboxylate transport 3
G0:0006308 | DNA catabolic process 2
G0:0009692 | ethylene metabolic process 2 2
G0:0015936 | coenzyme A metabolic process 2 2
G0:0015937 | coenzyme A hiosynthetic process 2 2
G0:0033865 | nucleoside bisphosphate metabolic process 2 2
G0:0033866 | nucleoside bisphosphate biosynthetic process 2 2
G0:0033875 | ribonucleoside bisphosphate metabolic process 2 2
G0:0034030 | ribonucleoside bisphosphate biosynthetic process 2 2
G0:0034032 | purine nucleoside bisphosphate metabolic process 2 2
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G0:0034033 | purine nucleoside bisphosphate biosynthetic process 2 2

G0:0043449 | cellular alkene metabolic process 2 2

G0:0051258 | protein polymerization 2 2

G0:0051259 | protein oligomerization 2

G0:1900673 | olefin metabolic process 2

G0:0019752 | carboxylic acid metabolic process 28
G0:0006508 | proteolysis 68 27
G0:0006091 | generation of precursor metabolites and energy 30 31 26 26 97
G0:0016485 | protein processing 52 24
G0:0051604 | protein maturation 52 24
G0:0010035 | response to inorganic substance 40 18 19 123
G0:0010038 | response to metal ion 17 108
G0:0055114 | oxidation-reduction process 21 21 20 15 39
G0:0032787 | monocarboxylic acid metabolic process 31 14
G0:0022900 | electron transport chain 12 19 16 12
G0:0034660 | ncRNA metabolic process 11
G0:0006631 | fatty acid metabolic process 23 11
G0:0015979 | photosynthesis 12 12 9 18
G0:0006399 | tRNA metabolic process 9
G0:0019684 | photosynthesis, light reaction 11 11 8 16
G0:0090305 | nucleic acid phosphodiester bond hydrolysis 8
G0:0090501 | RNA phosphodiester bond hydrolysis 8 8
G0:0031668 | cellular response to extracellular stimulus 10 7 24
G0:0031669 | cellular response to nutrient levels 10 7 24
G0:0071496 | cellular response to external stimulus 10 7 24
G0:0009991 | response to extracellular stimulus 7 25
G0:0031667 | response to nutrient levels 7 25
G0:0034470 | ncRNA processing 7
G0:0009267 | cellular response to starvation 10 6 20
G0:0042594 | response to starvation 10 6 20
G0:0008033 | tRNA processing 6
G0:0048507 | meristem development 6
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G0:0009163 | nucleoside biosynthetic process 12 13 14 5 28
G0:0042455 | ribonucleoside biosynthetic process 12 13 14 5 28
G0:0009116 | nucleoside metabolic process 12 13 14 5 32
G0:0009119 | ribonucleoside metabolic process 12 13 14 5 32
G0:1901659 | glycosyl compound biosynthetic process 13 13 15 5 34
G0:0015893 | drug transport 10 5

G0:0042493 | response to drug 10 5

G0:0009767 | photosynthetic electron transport chain 7 6 5

G0:0019751 | polyol metabolic process 3 4 14
G0:0010243 | response to organonitrogen compound 5 4 15
G0:0042451 | purine nucleoside biosynthetic process 10 12 12 4 18
G0:0046129 | purine ribonucleoside biosynthetic process 10 12 12 4 18
G0:0046128 | purine ribonucleoside metabolic process 10 12 12 4 19
G0:0042278 | purine nucleoside metabolic process 10 12 12 4 20
G0:0009142 | nucleoside triphosphate biosynthetic process 11 11 12 4 28
G0:0009199 | ribonucleoside triphosphate metabolic process 11 11 12 4 28
G0:0009201 | ribonucleoside triphosphate biosynthetic process 11 11 12 4 28
G0:0006457 | protein folding 4

GO0:0006754 | ATP biosynthetic process 9 10 10 3 17
G0:0009144 | purine nucleoside triphosphate metabolic process 9 10 10 3 17
G0:0009145 | purine nucleoside triphosphate biosynthetic process 9 10 10 3 17
G0:0009205 | purine ribonucleoside triphosphate metabolic process 9 10 10 3 17
G0:0009206 | purine ribonucleoside triphosphate biosynthetic process 9 10 10 3 17
G0:0046034 | ATP metabolic process 9 10 10 3 17
G0:0010051 | xylem and phloem pattern formation 3

G0:0043647 | inositol phosphate metabolic process 5 3

G0:0009404 | toxin metabolic process 2 2 5
G0:0006570 | tyrosine metabolic process 2

G0:0009637 | response to blue light 2

G0:0006020 | inositol metabolic process 2 2 2
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Supplementary Table S3: Enriched KEGG pathways between the 2mlpa and 2MWT lines at five seed developmental stages

Gene Number In Pathway
#Pathway Pathway ID | Stage 1 | Stage 2 | Stage 3 | Stage 4 | Stage 5
Glycolysis / Gluconeogenesis ko00010 18 3 3 9 39
Citrate cycle (TCA cycle) ko00020 1 1 12
Pentose phosphate pathway ko00030 6 2 3 2 19
Pentose and glucuronate interconversions ko00040 15 2 6 31
Fructose and mannose metabolism ko00051 4 1 2 17
Galactose metabolism ko00052 15 1 3 26
Ascorbate and aldarate metabolism ko00053 11 3 5 7 26
Fatty acid biosynthesis ko00061 10 2 1 11
Fatty acid elongation ko00062 4 1 3 3 6
Fatty acid metabolism ko00071 9 3 3 5 19
Synthesis and degradation of ketone bodies ko00072 1 1 1 1 2
Cutin, suberine and wax biosynthesis ko00073 17 2 1 4 16
Steroid biosynthesis ko00100 2 1 11
Ubiquinone and other terpenoid-quinone biosynthesis ko00130 12 1 19
Oxidative phosphorylation ko00190 25 30 29 7 67
Photosynthesis ko00195 24 33 32 28 69
Photosynthesis - antenna proteins ko00196 1 5 22
Purine metabolism ko00230 37 11 19 12 104
Caffeine metabolism ko00232 1
Pyrimidine metabolism k000240 39 9 19 12 100
Alanine, aspartate and glutamate metabolism ko00250 6 2 3 6 31
Glycine, serine and threonine metabolism ko00260 16 1 8 2 18
Cysteine and methionine metabolism ko00270 11 3 9 7 24
Valing, leucine and isoleucine degradation ko00280 4 2 2 2 15
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Valine, leucine and isoleucine biosynthesis ko00290 8 6 10
Lysine biosynthesis ko00300 2
Lysine degradation ko00310 6 3 2 3 21
Arginine and proline metabolism ko00330 13 2 1 6 27
Histidine metabolism ko00340 3 1 1 5
Tyrosine metabolism ko00350 6 2 2 5 15
Phenylalanine metabolism ko00360 22 2 4 5 39
Tryptophan metabolism ko00380 10 2 3 5 12
Phenylalanine, tyrosine and tryptophan biosynthesis ko00400 5 1 4 8
Benzoxazinoid biosynthesis ko00402 6 2 3 5
beta-Alanine metabolism ko00410 5 2 1 16
Taurine and hypotaurine metabolism ko00430 7 1 2 7
Selenocompound metabolism ko00450 2 3 2 3 7
Cyanoamino acid metabolism ko00460 9 2 6 5 21
Glutathione metabolism ko00480 11 4 5 1 25
Starch and sucrose metabolism ko00500 30 5 14 14 75
N-Glycan biosynthesis ko00510 3 2 1 9
Other glycan degradation ko00511 21 1 2 3 21
Other types of O-glycan biosynthesis ko00514 1 2
Amino sugar and nucleotide sugar metabolism ko00520 9 1 6 3 38
Glycosaminoglycan degradation ko00531 3 11
Glycerolipid metabolism ko00561 10 1 2 1 16
Inositol phosphate metabolism ko00562 8 4 5 5 31
Glycosylphosphatidylinositol(GPI)-anchor biosynthesis | ko00563 12 5 3 29
Glycerophospholipid metabolism ko00564 7 2 23
Ether lipid metabolism ko00565 1 5
Arachidonic acid metabolism ko00590 3 1 2
Linoleic acid metabolism ko00591 9 2 2 16
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alpha-Linolenic acid metabolism ko00592 8 3 5 23
Sphingolipid metabolism ko00600 6 15
Glycosphingolipid biosynthesis - globo series ko00603 3 2
Glycosphingolipid biosynthesis - ganglio series ko00604 3 7
Pyruvate metabolism k000620 17 5 4 6 36
Glyoxylate and dicarboxylate metabolism ko00630 9 1 2 1 17
Propanoate metabolism ko00640 14 4 2 3 23
Butanoate metabolism ko00650 3 1 1 1 12
C5-Branched dibasic acid metabolism ko00660 2
One carbon pool by folate ko00670 2 1 5
Carbon fixation in photosynthetic organisms ko00710 9 2 1 4 31
Thiamine metabolism ko00730 1 1 2
Riboflavin metabolism ko00740 2 8
Vitamin B6 metabolism ko00750 3 2 1 2 9
Nicotinate and nicotinamide metabolism ko00760 2
Pantothenate and CoA biosynthesis ko00770 1 1 1 5
Biotin metabolism ko00780 1
Lipoic acid metabolism ko00785 1 1 2
Folate biosynthesis ko00790 1 4
Porphyrin and chlorophyll metabolism ko00860 7 3 1 19
Terpenoid backbone biosynthesis ko00900 4 2 2 2 12
Indole alkaloid biosynthesis ko00901 4 2 1
Monoterpenoid biosynthesis ko00902 3
Limonene and pinene degradation ko00903 19 3 4 8 29
Diterpenoid biosynthesis ko00904 12 3 3 5 21
Brassinosteroid biosynthesis ko00905 2 1 4
Carotenoid biosynthesis ko00906 24 5 5 16
Zeatin biosynthesis ko00908 6 3 5 4 13
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Sesquiterpenoid and triterpenoid biosynthesis ko00909 4 2 1 2
Nitrogen metabolism ko00910 7 3 4 4 25
Sulfur metabolism k000920 2 2 2 1 9
Phenylpropanoid biosynthesis ko00940 42 9 14 14 74
Flavonoid biosynthesis ko00941 45 18 14 12 67
Anthocyanin biosynthesis ko00942 2 1
Isoflavonoid biosynthesis ko00943 9 3 2 8
Flavone and flavonol biosynthesis ko00944 22 7 9 7 26
Stilbenoid, diarylheptanoid and gingerol biosynthesis ko00945 28 6 10 9 43
Isoquinoline alkaloid biosynthesis ko00950 1 2 9
Tropane, piperidine and pyridine alkaloid biosynthesis | ko00960 1 2 10
Betalain biosynthesis ko00965 1
Glucosinolate biosynthesis ko00966 5 2 1 4
Aminoacyl-tRNA biosynthesis ko00970 3 1 1 2 10
Biosynthesis of unsaturated fatty acids ko01040 6 1 1 2 12
Metabolic pathways ko01100 361 108 153 138 794
Biosynthesis of secondary metabolites ko01110 210 42 66 65 374
ABC transporters k002010 21 1 0 3 46
Ribosome biogenesis in eukaryotes ko03008 14 2 3 15 45
Ribosome ko03010 27 18 22 15 252
RNA transport ko03013 26 2 9 16 61
MRNA surveillance pathway ko03015 10 2 2 4 28
RNA degradation ko03018 12 4 6 7 31
RNA polymerase ko03020 28 6 15 6 58
Basal transcription factors ko03022 2 2 4
DNA replication ko03030 3 1 2 3 20
Spliceosome ko03040 17 1 5 11 66
Proteasome ko03050 1 1 6
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Protein export ko03060 6 1 3 3 30
Base excision repair ko03410 7 2 16
Nucleotide excision repair ko03420 3 1 1 2 20
Mismatch repair ko03430 3 1 3 1 12
Homologous recombination k003440 9 3 6 1 22
Non-homologous end-joining ko03450 2
Phosphatidylinositol signaling system ko04070 7 2 5 3 37
Plant hormone signal transduction ko04075 67 12 27 38 252
Ubiquitin mediated proteolysis ko04120 13 1 8 9 64
Sulfur relay system ko04122 1
SNARE interactions in vesicular transport ko04130 2 1 22
Regulation of autophagy ko04140 5 2 29
Protein processing in endoplasmic reticulum ko04141 24 2 14 5 113
Endocytosis ko04144 4 1 3 3 27
Phagosome ko04145 12 2 3 1 47
Peroxisome ko04146 12 1 33
Plant-pathogen interaction ko04626 109 26 54 39 303
Natural Killer cell mediated cytotoxicity ko04650 2 7
Circadian rhythm - mammal ko04710 2 1 1 9
Circadian rhythm - plant ko04712 12 4 6 7 36
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Supplementary Table S4: DEGs involved in PA metabolism
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ko00562//1nositol phosphate
metabolism;ko03008//Ribosome
biogenesis in
Glyma.04 2.38 eukaryotes;ko04070//Phosphatid 0i[356509438|ref|XP_003523456.1|/0/PREDICTED:
6251760 - - - - 1.4419 E-0 - - - - 1819 ylinositol signaling - - - phosphatidylinositol 4-phosphate 5-kinase 4-like [Glycine
5 system; ko01100//Metabolic max]
pathways; ko04144//Endocytosis;
ko04712//Circadian rhythm -
plant
] . 0i1947109262|gb]KRH57588.1];gi[947109263|gb|KRH5758
) GO:0046488//phosphatidylinesitol 9.1];gi571454088|ref|XP_006579677.1(;i[047109261|gb|K
ko00562//Inositol phosphate metabolic RH57587.1J10;0;0;0/hypothetical protein
Gl metabolism;ko04070//Phosphatid process; GO:0043647//inositol A N N . .
yma.05 11479 0.00 ) ) R ) ) ) R ; 4016 Jinasitol sianalin ; ; hosphate metabolic GLYMA_05G070400 [Glycine max];hypothetical protein
G070400 - 074 ylinositol signaling . phosphate m . . GLYMA_05G070400 [Glycine max];PREDICTED: type |
system;ko01100//Metabolic process; GO:0044707;G0:0044723; I N N
pathways GO:0001101/response to acid inositol polyphosphate 5-phosphatase 2-like [Glycine
chellnical max%;hypothetical protein GLYMA_05G070400 [Glycine
max
G0:0046914//transit
jon metal ion 0i|947098691|gh|KRH47183.1];gi[947098690|gb|KRHA4718
: binding;G0O:001670 2.1);gi|947098692|gb| KRH47184.1|/4.8486e-172;0;0/hypoth
Glyma.07 324 4;2 3976 5;8 2599 3;3 1625 k°00562./ /Inpsnol phosphate GO0:00 1/loxidoreductase G0:0006020//inositol metabolic etical protein GLYMA_07G013900 [Glycine
- - -3. g -3.. g -2.! - - - metabolism;ko00053//Ascorbate L : ) . A .
G013900 6 6 5 and aldarate metabolism 44424 activity, acting on process max]; hypothetical protein GLYMA_07G013900 [Glycine
single donors with max];hypothetical protein GLYMA_07G013900 [Glycine
incorporation of max]
molecular oxygen
000 ‘:;‘igggﬁi’g‘if}'é%’%‘;fg’;‘;‘;ha" ' GO:0046488//phosphatidylinositol | gil947054852]gb|KRH04305.1];qil356563443]refjXP_00354
Glyma.17 1.484 000 | _ R _ R 1.409 123 | - R 2721 | ylinsitol si’gnaling R R metabolic 9972.1|/0;0/hypothetical protein GLYMA_17G153000
G153000 } 028 ) 68 S N : process; GO:0043647//inositol [Glycine max];PREDICTED: type | inositol polyphosphate
ystem;ko01100//Metabolic . . N
pathways phosphate metabolic process 5-phosphatase 2-like [Glycine max]
ko00562//Inositol phosphate G0:0060089;G0:00 0i[356568316|ref|[XP_003552358.1]gi[571542533|ref|[XP_0
Glyma.18 0.00 metabolism;ko04070//Phosphatid 46872//metal ion G0:0007165//signal 06601952.1|/0;0/PREDICTED: phosphoinositide
(3027260 -1.085 0'21 - - - - - - - - 2057 ylinositol signaling - binding;GO:000462 transduction; GO:0044238//primary phospholipase C 6 isoform X2 [Glycine
system;ko01100//Metabolic 9//phospholipase C metabolic process max];PREDICTED: phosphoinositide phospholipase C 6
pathways activity isoform X1 [Glycine max]
G0:0046872//metal
ion
binding;G0O:005176
ko00562//Inositol phosphate 6//inositol
187 2.50 6.11 4.45 185 metabolism;ko04070//Phosphatid . trisphosphate kinase . - . . .
gg’lrgg'gol 86673 | E-4 | 11304 | E-3 99449 | E2 | 10415 | E2 | 99027 | E-1 1074 | ylinositol signaling fﬁgf activity;GO:005176 ggﬁ%‘:?j;:ﬁié‘;":'m' phosphate gmﬁiﬁ%ﬁg)ﬂg%#% ’;i’(‘l’”‘“e“ca' protein
2 8 4 6 5 system; ko01100//Metabolic 5//inositol -
pathways tetrakisphosphate
kinase
activity; GO:003255
0
onmeaiin e e g Lo
5O . | Afgi g Algi 9
ol 0.00 Ko00562//Inasitol phosphate ) binding;GO:001670 GO:0048646//anatomical structure 99828.1//2.07501e-180;0;0;0/hypothetical protein
yma05 |- - - - - - - - 33182 | 261 1497 | metabolism;ko00053//Ascorbate | O:00 | Loxidoreductase formation involved in GLYMA _05G224500 [Glycine max];hypothetical protei
6224500 : : ! 44424 activity, acting on morphogenesis; GO:0006020//inosit - ycine max]:hypothetical protein
8 and aldarate metabolism GLYMA_05G224500 [Glycine max];hypothetical protein

single donors with
incorporation of
molecular oxygen

ol metabolic process

GLYMA_05G224500 [Glycine max];Inositol oxygenase 4
[Glycine soja]
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ko00562//1nositol phosphate G0:0016307//phosp
0.00 metabolism;ko04070//Phosphatid hatidylinositol . IR gi[571446255|ref|XP_006577040.1|/0/PREDICTED:
gll)ggg'(?os - 2.9732 574 3274 ylinositol signaling - phosphate kinase g(e)[ﬁ)(ﬁ?célgfélé};gsphaudyl|nosnol phosphatidylinositol 4-phosphate 5-kinase 9-like [Glycine
41 system;ko01100//Metabolic activity;G0:003255 max]
pathways; ko04144//Endocytosis 0
ko00562//1nositol phosphate G0:0019852//L-ascorbic acid
metabolism;ko00053//Ascorbate GO:00 metabolic
0.00 and aldarate 44444; process; GO:0046488//phosphatidyli 0i|734423661|gb|KHN42287.1|;gi[947102679|gh|KRH5117
Glyma.07 ~ 28717 1'44 1525 metabolism;ko04070//Phosphatid GO:00 G0:0070456 nositol metabolic 1.1)/0;0/1nositol monophosphatase 3 [Glycine
G266200 i 03 ylinositol signaling 16020/ : process; GO:0009628//response to soja] ;hypothetical protein GLYMA_07G266200 [Glycine
system; ko01100//Metabolic membr abiotic max]
pathways; ko01110//Biosynthesis ane stimulus; GO:0006950//response to
of secondary metabolites stress
G0:0009642//response to light
intensity; GO:0009620//response to
fungus;GO:0000302//response to
reactive oxygen
species; GO:0006020//inositol
metabolic 0i|947111062|gh|KRH59388.1];gi[947111064|gb|KRH5939
. process; GO:0009617//response to 0.1/;0i947111063|gb|KRH59389.1|,9i|356512722|ref|XP_0
o 6.06 ko00562//nositol phosphate _ GO:0016872/fintra | bacterium;GO:0006658//phosphatid | 03525065.1/0;0:0:0/hypothetical protein
yma.05 - 2.6821 E-0 1864 metabolism; ko01100//Metaholic GO:00 molecular lyase Iserine metabolic GLYMA_05G180600 [Glycine max];hypothetical protein
G180600 : pathways;ko01110//Biosynthesis | 44424 ecutar 1y YISerine met: . ~ vel :nypothetica’ protel
7 of secondary metabolites activity process; GO:0002252;G0:0007275// GLYMA_05G180600 [Glycine max];hypothetical protein
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reproduction;GO:0032958//inositol
phosphate biosynthetic
process; GO:0006644//phospholipid
metabolic process
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G096300 | ° 20648 E'g 3011 ﬁﬂ?ﬂ?;gsyigﬁiﬁogmﬂ Phosphatidy | - 52742 linositol biosynthetic 3-kinase, nodule isoform [Glycine soja]
! . process; GO:0006970//response to
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A ylinositol signaling . L d
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/Imemb binding
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000562 nositol phosphate gg;m?ém// phosphatidylinositol | 71487238 ref|XP_006590604.1}gi[734408756]gbIKHN3
in ) A - 4863.1/;gi[947079477|gb|KRH28266.1//0;0;0/PREDICTED:
Glyma11 0.00 metabolism;ko04070//Phosphatid process; GO:0043647//inositol type | inositol polyphosphate 5-phosphatase 2-like [Glycine
GOAleO - - 1.9501 176 3762 ylinositol signaling - - phosphate metabolic max]: Type | inositol- trisphosph ohosph 2
78 system;ko01100//Metabolic rocess;GO:0044707;G0:0044723; "Type | inositol-1,4,5-trisphosphate S-phosphatase
Y 3 p 3 B 3 .
. y [Glycine soja];hypothetical protein GLYMA_11G041600
pathways G0:0001101//response to acid [Glycine max]
chemical 4
ko00562//Inositol phosphate
Glyma.0L 0.00 metabolism;ko04070//Phosphatid 4i[947120377]gb|KRH77231.1//0/hypothetical protein
6200500 - - 18766 | 055 2276 | ylinositol signaling . . . GLYMA_01G200500 [Glycine max]
75 system; ko01100//Metabolic =
pathways
0.00 koD0S62/fnositol phosphate GO:001630L/kinase | CO:0046488//phosphatidylinositol gil571568246]ref|XP_006606196.1/0/PREDICTED:
gll)%\;.ozoo - - 1.8656 075 5623 n;_etabgl|fn!,ko(:f1070//Phosphatld - activity;G0O:003255 metabo!léomlgssg” tei putative 1-phosphatidylinositol-3-phosphate 5-kinase
83 y |n05|_0 signaling 0 Process, GO protein FABLD isoform X1 [Glycine max]
system; ko04145//Phagosome metabolic process
G0:0009642//response to light
intensity; GO:0009620//response to
fungus;GO:0000302//response to
reactive oxygen
species; GO:0006020//inositol
metabolic 0i|947048073|gb|KRG97601.1];gi[947048074|gb|KRGI760
o | [SOm e, | 2ROz 0ACSSG0 g 2K
Glyma.18 1302 E 1 17651 7'43 2005 metabolism;ko01100//Metabolic I. ar | intra iictgnum, b. i phosphati I. l > _hypot henga Iprotelp .
6018600 -1. - . pathways;ko01110//Biosynthesis - molecular lyase yserlng metla olic .. [G ycine max]: ypot_ etu_:a protein GLYMA_lBGOlBGO_O
0 04 of secondary metabolites activity process; GO:0002252;G0:0007275// [Glycine max];myo-inositol-1-phosphate synthase [Glycine
multicellular organismal max];hypothetical protein GLYMA_18G018600 [Glycine
development;GO:0003006//develop max]
mental process involved in
reproduction; GO:0032958//inositol
phosphate biosynthetic
process; GO:0006644//phospholipid
metabolic process
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Glyme.20 593 ﬁ?ggﬁﬁi’#iﬂéﬁg%ﬁg’ﬁgshaﬁ | binding;GO:001630 ﬁgﬁ%?ﬁss” phosphatidylinositol 4i[955392583]ref{XP_014628145.1/0/PREDICTED:
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6 ylinositol signaling activity;G0:003255 | Process:oo- protein FABIC [Glycine max]
system;ko04145//Phagosome 0 ! metabolic process
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Glyma.17 R R 1501 251 4395 metabolism;ko04070//Phosphatid a ; ; 0i|947055910|gb|KRH05363.1|/0/hypothetical protein
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G0:0009888//tissue
development;GO:0001101//response
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system;ko04145//Phagosome activity;G0O:003255 metabolic process [Glycine max];hypothetical protein GLYMA_07G216600
0 [Glycine max]
7.45 0.00 ko00562//Inositol phosphate . .
g%’;‘ggg 1159 | E-0 15245 | 020 4611 | metabolism;ko04070//Phosphatid | - - - ?(:'rgri?ﬁﬁ?ﬂ;f;‘f;zbolléfyzc?ggﬁg/ PREDICTED:
7 29 ylinositol signaling system
G0:0046872//metal
ion
binding;G0O:005176
ko00562//1nositol phosphate 6//inositol
Glyma.06 8.19 metabolism;ko04070//Phosphatid | 5. | trisphosphate kinase | - 5 443647//inositol phosphate 4i[351721983}ref|[NP_001237484.1|/0finositol phosphate
©089800 - 1.423 E-0 2250 ylinositol signaling 24464 activity;GO:005176 metabolic process Kinase [Glycine max]
5 system; ko01100//Metabolic 5//inositol
pathways tetrakisphosphate
kinase
activity;GO:003255
0
ko00562//Inositol phosphate . .
metabolism;ko00640//Propancate ?egug?alsiﬁaﬁf’v‘ff'd" 4il955337351ref|XP_014634773.1],gi|055337353ref[XP_0
metabolism;ko00410//beta-Alani . Yo 14634774.1|/0;0/PREDICTED: putative
Glyma.08 13953 %gg 3700 ne a::élnhg gn the G0:0008152// boli succinate-semialdehyde dehydrogenase C1002.12¢
G276400 - : P metabolism;ko01100/Metabolic | aldehy fed‘” 0x0 ! metabolic process [NADP(+)] isoform X1 [Glycine max];PREDICTED:
pathways; ko00280//Valine, Elilrg‘%] oF conors, putative succinate-semialdehyde dehydrogenase C1002.12¢
. . : or NADP as : n
leucine and isoleucine acceptor [NADP(+)] isoform X2 [Glycine max]
degradation
0i1955317369|ref|]XP_014630360.1],i[947115746]gb]KRH6
. G0:0046488//phosphatidylinositol 4048.1],9i|947115749|gb|KRH64051.1];gi[571451616|ref|X
000 ko00562//nositol phosphate metabolic P_006578790.1/0;0;0;0/PREDICTED: phosphatidylinositol
Glyma.04 | m_etabgl|sn!,k00f1070//Phosphat|d rocess; GO:0048017//inositol 4-kinase beta 1-like isoform X2 [Glycine max];hypothetical
! - 1.3361 | 047 5026 | ylinositol signaling - G0:0052742 process, & ; V ;ypothe
G213400 95 system;ko01100//Metabolic lipid-mediated protein GLYMA_04G213400 [Glycine max];hypothetical
pathwa'ys signaling;GO:0046474//glycerophos protein GLYMA_04G213400 [Glycine max];PREDICTED:
pholipid biosynthetic process phosphatidylinositol 4-kinase beta 1-like isoform X1
[Glycine max]
GO0:00
4S23U1 | SOM0a3IE9lcation | GO00M0Stomatal el 0i[571464853|ref[XP_006583187.1}0i947099221|gb|KRH4
ko00562//Inositol phosphate intrace inding,G0:008255 | - movement;G0:0006996//organelle 7713.11,gi947099222|gb|KRH47714.1/0;0;0/PREDICTED:
0.00 P . lular 0;G0:0016307//pho organization;GO:0046488//phosphat A N .
Glyma.07 R 12135 185 7013 metabolism; ko04070//Phosphatid membr sphatidylinasitol idylinositol metabolic 1-phosphatidylinositol-3-phosphate 5-kinase FAB1B-like
G045600 i 7 ylinositol signaling ane-bo phosphite Kinase pr%cess’GO'OOABZZQ//gametophyte [Glycine max];hypothetical protein GLYMA_07G045600
system;ko04145//Phagosome unded | activity;GO:001630 | development;GO:0019538/protein %g:yg:zz m:ﬂﬁypothemal protein GLYMA_07G045600
organel 1//kinase activity metabolic process 4
le
0.00 Efggggﬁé’ riqr‘_f:)'é%’;g‘/’f;:‘j;;haﬁ y qil571569653]ref[XP_006606425.1]:qil947042834|gb|KRGO
Glyma.20 _ 1.0042 4'35 3874 Jinosi S a ; G0:0046488//phosphatidylinositol 2558.1|/0;0/PREDICTED: type 1 inositol polyphosphate
X ylinositol signaling h . A . b -
G218600 65 System:ko01100//Metabolic metabolic process 5-phosphatase 15-like [Glycine max];hypothetical protein
yStem, GLYMA_20G218600 [Glycine max]
pathways
ko00562//1nositol phosphate
0.00 metabolism;ko00920//Sulfur
Glyma.08 ~ 1,046 261 1665 metabolism;ko04070//Phosphatid R G0:0008252//nucle G0:0046488//phosphatidylinositol i[356524978]ref|XP_003531104.1)/0/PREDICTED: SAL1
G086800 . 45 ylinositol signaling otidase activity metabolic process phosphatase [Glycine max]
system; ko01100//Metabolic
pathways
ko00562//Inositol phosphate " .
. I e - IO SO UEOTED e
G076500 . 53 pathways; ko01110//Biosynthesis tic activity : max]
of secondary metabolites
ko00562//1nositol phosphate GO:00 G0:0016307//phosp i[356525381|ref|XP_003531303.1/;9i|571471155|ref|XP_0
0.00 metabolism;ko04070//Phosphatid ’ hatidylinositol . T 06585224.1|/0;0/PREDICTED: phosphatidylinositol
8%”;3&?08 - -1.25 174 3280 ylinositol signaling :niorﬁgi d phosphate kinase 235}%??% {:Zr;gsphatldylmosnol 4-phosphate 5-kinase 7 isoform X1 [Glycine
66 system;ko01100//Metabolic ane activity;G0O:003255 max];PREDICTED: phosphatidylinositol 4-phosphate
pathways; ko04144//Endocytosis 0 5-kinase 7 isoform X2 [Glycine max]
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ko00562//1nositol phosphate

G0:0072502;G0:0009620//response

- : G0:0032550;G0:00 P
Glyma.14 0.00 metabolism; ko04070//Phosphatid 51765//inositol to fungus;GO:0009617//response 10 | iz 79791 7jrefiNP_001237433.1)/0finositol
6072200 - - - - - - - - -1.278 055 2575 ylinositol signaling - tetrakisphosphate bacterium;G0:0002252;G0:003295 pentakisphosphate 2-kinase [Glycine max]
07 system;ko01100//Metabolic P ot 8//inositol phosphate biosynthetic
inase activity
pathways process
ko00562//1nositol phosphate G0:0019852//L-ascorbic acid
metabolism;ko00053//Ascorbate GO:00 metabolic
0.00 and aldarate 44444; process; GO:0046488//phosphatidyli 0i|734420434|gb|KHN40821.1|;gi|947087895|gh|KRH3656
Glyma.09 ~ ~ R R ~ R R R 1507 123 1805 | Mmetabolism;ko04070//Phosphatid GO:00 G0:0070456 nositol metabolic 0.1//0;4.89277e-157/Inositol monophosphatase 3 [Glycine
G011100 i 27 ylinositol signaling 16020/ : process; GO:0009628//response to soja] ;hypothetical protein GLYMA_09G011100 [Glycine
system; ko01100//Metabolic membr abiotic max]
pathways; ko01110//Biosynthesis ane stimulus; GO:0006950//response to
of secondary metabolites stress
G0:0009642//response to light
intensity; GO:0009620//response to
fungus;GO:0000302//response to
reactive oxygen
species; GO:0006020//inositol
. bolic
ko00562//Inositol phosphate . " meta P
2.28 4.24 293 217 219 - " G0:0016872//intra process; GO:0009617//response to " Lo
2'23’3'33'0101 2501 | E2 | -3016 | E1 2786 | E1 | 2887 | E1 | -3459 | E-1 1945 | Mmetabolismiko01100//Metabolic | molecular lyase bacterium; GO:0006658//phosphatid |  91L4764466|0bjAAK72098.1)/0/myo-inositol-1-phosphate
3 3 8 2 8 pathways,koOlllO//B_losyntheﬂs activit \serine metabolic synthase [Glycine max]
of secondary metabolites 4 Y
process; GO:0002252;G0:0007275//
multicellular organismal
development; GO:0003006//develop
mental process involved in
reproduction;GO:0032958//inositol
phosphate biosynthetic process
ko00562//Inositol phosphate
metabolism;ko03008//Ribosome
biogenesis in
Glyma.06 soss | e | om0 | 2o sois | oa | asms | 2| aa | BN | sup | CokanyoleskoOMOTOPhosphatid gi1947106465]gb|KRH54848.1{/1.00594e-90/hypothetical
6213600 - > g > g - g “* 8 ylinositol signaling ) . . . protein GLYMA_06G213600 [Glycine max]
# 3 4 4 3 system;ko01100//Metabolic -

pathways; ko04144//Endocytosis;
ko04712//Circadian rhythm -
plant
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Supplementary Table S5: DEGs involved in photosynthesis

log2Ratio log2Ratio log2Ratio log2Ratio log2Ratio
GenelD (2mlpa-1/ P-value (2mlpa-2/ P-value (2mlpa-3/ P-value (2mlpa-4/ P-value (2mlpa-5/ P-value Length Pathway GO Component GO Function GO Process Blast nr
2MWT-1) 2MWT-2) 2MWT-3) 2MWT-4) 2MWT-5)
) gi[571434179]ref|XP_0035
ko00195//Photos gg.omesn//meml 18016.2//6.70419¢-155/PR
Glyma.01 B g ; ; R R : : B : ynthesis;ko0110 G0:0031976;G0:0009 A G0:0022900//electr EDICTED: photosynthetic
G050900 23202 6.20E-06 936 0//Metabolic 523//photosystem 11 blndlng,G0.00QQOS on transport chain NDH subunit of lumenal
5//electron carrier . .
pathways - location 2, chloroplastic
activity [Glycine max]
Ko00195//Photos | GO:0009523//photosyst g"ﬁg éiggg'gg%;‘pﬂﬁ;?
Glyma.01 -15306 | 4.04E-05 387635 | 1.67E-18 359217 | 1.29E-08 251069 | 112605 | - - 203 | Ynthesisko0110 | em - GO:0015079/photo | - o5 prrein
G095900 0//Metabolic 11;G0:0009507//chloro synthesis GLYMA 01G095900
pathways plast [Glycine?nax]
! P G0:0046914//transit
ko00195//Photos ?ﬁ/%%?ﬁi?éGOOOSl ion metal ion G0:0009767//photo gi[947128606|gb|KRH7646
gllysnejgbool -1.5333 0.00125 385582 | 3.35E-13 | 415308 | 2.55E-09 295855 | 2.13E-05 | - - 750 g?}&ﬁ:&'{‘)ﬂ%ﬂo component of g;?e‘:'er;%rfnocgg?egros synthetic electron %i@,{;‘x”%‘r&qﬁs’gg‘e'"
membrane;GO:000953 MR transport chain S
pathways 4/lchloroplast thylakoid activity;G0O:000382 [Glycine max]
P Y 4f/catalytic activity
1947109303]gb|KRH5762
Ko00195//Photos ! gi 2
- G0:0043231//intracellu . G0:0009767//photo 9.1)/2.58432e-50/hypotheti
gg%n;goog - - 8.09189 2.08E-11 - - - - - - 426 g;ma:d;ﬂguo lar membrane-bounded oGr?éggr?egrO:;/iceiItec" synthetic electron cal protein
athways organelle Y transport chain GLYMA_05G073600
P Y [Glycine max]
Ko00L95/Photos | GO:0009521:60:0031 %Sﬁg:‘;giﬁ”"m“ gil947106520/gb|KRH5490
Glyma.06 nthesis: ko0110 224/fintrinsic binding: GO:000905 G0:0009767//photo 3.1//3.69129¢-118/hypothet
GZyl7960 -2.0852 1.18E-07 3.69572 1.00E-14 4.21351 4.04E-15 3.21924 5.21E-08 - - 507 %//Metal;olic component of 5//e|ec?r'0n éarrier synthetic electron ical protein
membrane;GO:000953 A transport chain GLYMA_06G217900
pathways 4f/chloroplast thylakoid activity,GO:000382 [Glycine max]
4f/catalytic activity
GO:0046906//tetrap
le .

G0:0009521;G0O:0031 ymole G0:0006464//cellul gil947106622]gb|KRH5500
a0 kgaf’elsfﬁzgﬂ%s 224fintrinsic gmner:gi?oon.oo4687 ar protein 5.1/1.83252¢-63/hypotheti
G2y24560 - - 4.46157 1.14E-19 7.11534 1.38E-10 - - - - 279 %J,//Metal;olic component of binding: GO:005153 modification cal protein

pathways membrane;GO:000953 6//ir0niulfﬁr cluster process;GO:004471 GLYMA_06G224500,
4//chloroplast thylakoid binding;G0:000382 0 partial [Glycine max]
4//catalytic activity

G0:0031224//intrinsic .

Ko00195//Photos | COmPonent of G0:0015077//mono 5 ?aﬁgﬁggféfiﬁerg )

nthesis:ko0019 membrane;GO:003317 valent inorganic transmembrane 0i[947106696|gb|KRH5507
Glyma.06 %),l/Oxida{tive Tllproton-transporting cation transport, against 9.1|/4.411e-37/hypothetical

yma. -2.3822 0.00074 2.7897 6.89E-09 4.99319 2.86E-10 - - - - 417 S two-sector ATPase transmembrane port, ag: protein

G229000 phosphorylation; complex transporter electrochemical GLYMA 06G229000

ko01100//Metab § . AR gradient;GO:000675 P

olic pathways proton-transporting activity;G0:000548 2/IATP biosynthetic [Glycine max]

pathway: domain;GO:0009534//c | 8 rocess Y
hloroplast thylakoid P
GO0:0046906//tetrap
le .
G0:0009521;G0:0031 | Y'O€ GO:0006464//cellul | gi|734395058]gb|KHN2878
Chvmao? kﬁ?&ffﬁzgﬁ%s 224/fintrinsic gmggi?oon.omem ar protein 8.1)/1.56572¢-70/Photosyst
yma. - - 5.05164 5.42E-27 6.50017 9.31E-13 - - - - 348 y! S component of e~ modification em | P700 chlorophyll a
G143800 0//Metabolic N binding;GO:005153 o . h
membrane;GO:000953 " process; GO:004471 apoprotein Al [Glycine
pathways 4lichloraplast thylakoid 6//iron-sulfur cluster 0 soja]
binding;G0:000382
4f/catalytic activity

20x 20




G0:0006464//cellul

0i[947096990|gb|KRH4557

ko00195//Photos G0:0031224/fintrinsic ar protein 5.1)/1.40663¢-74/hypotheti
Glyma.08 R ~ . g ynthesis;ko0110 component of G0:0046906//tetrap modification 1 rotad
G281300 3.99838 1126719 5.44119 416E-20 2.99514 0.000186 324 0//Metabolic membrane;GO:003435 yrrole binding process; GO:002290 cal protein
pigieg > GLYMA_08G281300
pathways 7,G0:0009536//plastid 0O//electron transport Gl cine_max]
chain Y
gi[947098318]gb|KRH4690
ivma 08 kﬁ?&ls?f’klsgﬁ%s 3.1//9.44696¢-19/hypotheti
G3y63560 -1.3542 0.00236 4.01677 3.47E-16 3.98983 2.10E-09 2.57728 0.000109 621 él/Metal;olic G0:0034357 - - cal protein
St GLYMA _08G363500
P s [Glycine max]
ko00195//Photos | GO:0009521;GO:0031 | GO:0043169//cation ) 0i[947081354/gb|KRH3014
- AN Iy G0:0009767//photo 3.1//9.45488e-155/hypothet
Glyma.11 ynthesis;ko0110 224/fintrinsic binding;G0O:000905 - h )
6162200 - - 3.7818 1.29E-19 3.561122 2.59E-09 1.71363 0.000303 699 O/IMetabolic component of 5//electron carrier synthetic elec_tron ical protein
s transport chain GLYMA_11G162200,
pathways membrane activity partial [Glycine max]
gi[947077519]gb|KRH2635
9.1//3.82053e-90/hypotheti
g%’gﬁgg -1.3582 0.00317 1122 kﬁg?els?f” Photos | 55.0009536//plastid GO:0005488 - cal protein
y GLYMA_12G169400
[Glycine max]
gi[356543813|ref[XP_0035
ko00195//Photos 40354.1|/6.4337e-96/PRED
X G0:0019684//photo
Glyma.12 R ~ g ynthesis;ko0110 G0:0009534//chloropla R o ICTED: photosystem |1
G202500 1.34376 0.0005 1.30934 4.468-05 1010 0//Metabolic st thylakoid 2’;;22?:5’ light repair protein PSB27-H1,
pathways chloroplastic-like [Glycine
max]
G0:0015937//coenz
yme A biosynthetic
G0:0046914//transit process; GO:000635
G0:0031224//intrinsic ion metal ion 1/ftranscription, n
ko00195//Photos component of binding;G0:003255 DNA-templated;GO g'ﬁ;‘fgz&ﬁg%@;ﬁ?p’;ﬂ;ﬁg
Glyma.12 ynthesis;ko0110 membrane;GO:000952 0;G0:0016421//Co :0022900//electron o
G232700 ) ° 552159 6.318-28 5.20226 1.298-10 3.29685 1.838-06 429 | oiiMetabolic 3//photosystem A carboxylase transport CGaII_\F;rI\(thi n12G232700
pathways 11;G0:0009534//chloro activity;GO:004690 chain;G0O:0009765// [Gl cine?nax]
plast thylakoid 6//tetrapyrrole photosynthesis, light 4
binding harvesting;GO:0006
631//fatty acid
metabolic process
y GO G0:0046914//transit G0:0006950//respo
kooo198//Photos | SOT00982LGO00L o et jon nse to 4il947069046/gb|KRH1793
Glyma.13 } R g g ynthesis;ko0110 binding;G0O:000905 stress;GO:0009767// 7.1)/0/hypothetical protein
6028200 383427 | 1.88E-21 2:99907 | 6.70E-06 1.79323 | 0.000164 816 | OMetabolic component of S//electron carrier photosynthetic GLYMA 136028200,
membrane;GO:000953 iy . .
pathways 4/lchloroplast thylakoid activity;G0:000382 electron transport partial [Glycine max]
P Y 4/lcatalytic activity chain
G0:0043169//cation .
Ko00195//Photos binding;G0:005153 SG)I%ES(?S 1?;;:?:: © | gie47070006ighlKRH1889
Glyma.13 ynthesis:ko0110 G0:0009521;G0:0009 6/firon-sulfur cluster transport 7.1//6.89749e-54/hypotheti
; - - 3.65135 7.24E-09 5.60027 5.33E-11 240 . 534//chloroplast binding;G0:005013 A cal protein
(G088500 0//Metabolic thylakoid 6//INADH chaln.G0.0022904// GLYMA 136088500
pathways respiratory electron N
dehydrogenase transport chain [Glycine max]
(quinone) activity P
ko00195//Photos &%ggf\lﬁfgﬁ’ intrinsic | G0:0000055//electr g'ﬁgg?;égggg‘;ﬁ?p’g&;iz
(G;'lyl";gdlg -1.4907 0.00038 391924 | 1.25E-19 549734 | 2.01E-20 302382 | 2.57E-05 1190 é’?,‘&i:&ﬁﬂg”o membrane;GO:003435 ggtﬁzaiz”zo-oooasz Sﬁg?ézgﬂoéﬂfﬁ" cal protein
o 7;G0:0009534//chlorop 4//cata¥§/tic vt P GLYMA_15G114600
P ¥ last thylakoid Y [Glycine max]
KoD0195//Photos | S0 009521/GO:0031 gil91214162|ref[YP_53878
Glyma.15 R ~ . ~ g ynthesis;ko0110 ~ G0:0044237//cellul 4.1)/4.7294e-24/photosyste
126100 4.07773 5.53E-20 4.93214 4.03E-10 3.73562 1.91E-07 363 0//Metabolic component of ar metabolic process m I subunit IX [Glycine

pathways

membrane;GO:000953
4//chloroplast thylakoid

max]

20x 20




G0:0009521;G0:0031

Gi[763745629]gb|KJB1306

ko00195//Photos AR G0:0006091//gener .
Glyma.15 313165 5.67E-07 } } 273 ynthesis;ko0110 gg:q//'g;ggtsng R ation of precursor i.jVlr.(ig?nue-lslhypmhell
6208300 : : 0//Metabolic e 001000953 metabolites and b 002G055100
pattways 4f/chloroplast thylakoid energy [Gosszlpium raimondii]
i947064317|gb|KRH1357
K000195//Photos ) gil !
o G0:0009536//plastid;G . 8.1|/5.67331e-75/hypotheti
Glyma.15 314569 | 2.14E-09 281734 | 7.23E05 | - - agp | Ynthesisko0l10 | 5 0009503/ photosyste | - GO:0044237/fcellul | - o7\ opein
G248600 0//Metabolic I ar metabolic process GLYMA 15G248600
pathways m [Glyci = ]
ycine max:
K000195//Photos G0:0009521;G0:0031 G0:0044237//cellul 0i[947055325|gb|KRH0477
o 224/[intrinsic ' . ar metabolic 8.1|/3.72484e-44/hypotheti
g%‘gﬁgg 3.90764 | 5.61E-08 52486 | 1.19E-08 | - - 207 %/"fﬁf.faﬁﬂgm component of 323?343168”3”'0” process;GO:003164 | cal protein
pathways membrane;GO:000953 9 TlIregulation of GLYMA_17G186400
4f/chloroplast thllakgid protein stability [Glycine max]
g%ggfégtzgé/ intrinsic | Go:0019829//cation
ko00195//Photos Py -transporting .
- membrane;GO:003317 gi|947044351|gb|KRG9398
ivmats ynbesisiko00L9 | Ziproton-transporting | AT | GO:0015986/ATP | 0.1/2.03094e-59/hypothet
yma. -2.0822 0.00014 2.22477 0.00014 4.32237 2.30E-06 - - 318 - two-sector ATPase Y, GO synthesis coupled cal protein
6054200 phosphorylation; complex, Tifmonovalent proton transport GLYMA_19G054200
ko01100//Metab roton-tr’ans ortin inorganic cation Gl cine_max]
olic pathways Eomain'GO'gOO95g254/lc transmembrane V!
hloroplast thylakoid transporter activity
gi[571563659]ref[XP_0066
05511.1J;gi|955391318]ref|
XP_014627811.1)/1.21678
€-120;1.45013e-102/PRED
Glyma.20 ko00195//Photos ICTED: , chloroplastic-like
G020600 157644 0.00398 ) ) 925 ynthesis - - - isoform X1 [Glycine
max];PREDICTED:
uncharacterized protein
LOC100797820 isoform
X2 [Glycine max]
G0:0019684//photo
G0:0031224/fintrinsic synthesis, light
component of reaction;G0:001598
membrane;GO:003317 G0:0015077//mono 8//energy coupled
kﬁ?rils?: ﬁzggtlgs 7llproton-transporting valent inorganic proton 0i[947109669|gb|KRH5799
Glyma.05 %//Oxi da{tive two-sector ATPase cation transmembrane 5.1|/7.86592e-52/hypotheti
GO{)QZOO -2.654 3.46E-07 2.68556 1.85E-09 4.99906 1.21E-11 - - 5.82843 3.79E-06 271 hosphorylation: complex, transmembrane transport, against cal protein
E 001’100 /)//M et aby proton-transporting transporter electrochemical GLYMA_05G099200,
olic pathwa domain;G0:0009534//c activity;GO:000548 gradient;GO:000635 partial [Glycine max]
P s hloroplast 8 1//transcription,
thylakoid;GO:0009526/ DNA-templated;GO
Iplastid envelope :0006754/IATP
biosynthetic process
G0:0009521;G0:0031
kooO198//Photos | Z24/ntrinsic GO0043160Mcation | oo QiR 13930 KR HE223
Glyma.04 ynthesis;koo110 | Component o binding;GO:000905 :0009767//photo 1/1.4233¢-107/hypotheti
095000 -2.2576 1.16E-07 3.87018 1.64E-15 4.11517 3.22E-14 3.56279 9.79E-11 4.10345 1.81E-06 711 Ol/Metal;uoIic membrane; GO:004323 5/lelectr'0n carrier synthetic electron cal protein
athways 1/fintracellular activit transport chain GLYMA_04G095000
P ¥ membrlalne-buunded Y [Glycine max]
organelle
g}%ggigfgﬁ'”"'"s'c G0:0032550;G0:00
ko00195//Photos | o ane:GO00gaty | 19829//cation-transp | o naegraihydro | gil9470785401gbIKRH2738
2 é’?/‘ohes.gsa'lk.wmg Tiproton-transporting | CMIOATRESe - gep 0.1/1.10934¢-66/hypotheti
yma. 23851 | 8.45E-10 323154 | 1.60E-14 488738 | 3.62E-18 2.43866 | 0.000212 3.81275 | 1.12E-08 384 XICUVE | wo-sector ATPase ILy; 50 transport;GO:00067 | cal protein
G231900 phosphorylation; complex 7//monovalent 54//ATP GLYMA 12G231900
ko01100//Metab plex, inorganic cation o !

olic pathways

proton-transporting
domain;G0:0009534//c
hloroplast thylakoid

transmembrane
transporter activity

biosynthetic process

partial [Glycine max]

20x 20




ko00195//Photos
ynthesis;ko0019

G0:0031224//intrinsic
component of
membrane;GO:003317
T7llproton-transporting
two-sector ATPase

G0:0019829//cation
-transporting
ATPase

activity; GO:001507

G0:0015988//energ
y coupled proton
transmembrane
transport, against

gi|947045161|gb|KRG9479
0.1}/9.26156e-42/hypotheti

gllyolggolog 2573 | 109E-07 283652 | 341E-16 | 474518 | 2.94E-15 376104 | 1.27E-07 423 Of]’gsx'ﬁ:r“‘l’:[i | complex, r;{)':‘"a”n"l‘c’ac':["lgn electrachemical cal protein
EoOlﬁOO/)lMetaby proton-transporting trangmemhrane gradient;G0O:001598 GLYMA_19G109600
! domain;GO:0009534//c 6//ATP synthesis [Glycine max]
olic patiways hloroplast transporter coupled proton
thylakoid;GO:0009526/ ;CHVIMGO:OOOSAB transport
Iplastid envelope
G0:0046906//tetrap
. T~ yrrole § .
K000195//Photos GO.D_009_52_1,G0.0031 binding;GO:004687 GO.DOD_GAGA//ceIIUI g|\947039131|gb\KRG889§
Glyma.uo ynthesis;ko0110 224/[intrinsic of/metal ion ar protein. 6.1\/8.09939e-73/hypothet|
16600l - 4.76174 6.26E-31 6.62145 1.61E-16 2.84707 0.000285 3.61362 0.00092 375 O/IMetaéolic component of bindina:GO:005153 modification cal protein
pathways membrane; GO:000953 G/Iironiulfu-r cluster process;G0O:004471 GLYMA_U016600, partial
4f/chloroplast thylakoid binding; GO:000382 0 [Glycine max]
4//catalytic activity
G0:0034357,G0:0009 G0:0046906//tetrap .
a2 KoOOLSBIIPHOLOS | saaifchloroplest yrrole GO00a423THCE | gitg1514155]evP_53877
G2y3:2960 -2.3642 7.63E-21 3.57447 1.91E-19 5.67099 5.36E-20 2.3048 0.000369 3.57215 7.80E-09 1912 %J,l/Metal’Jolic thylakoid;GO:0016021/ binding;G0O:004691 rocess:GO-004471 7.1|/0/cytochrome f
/integral component of 4/ftransition metal P e [Glycine max]
pathways S 0
membrane ion binding
G0:0019684//photo
synthesis, light
reaction;G0:000635
1/ftranscription,
DNA-templated;GO
:0006412//translatio
G0:0034357,G0:0031 n;G0:0022900//elec
Ko00195//Photos | 224//intrinsic GO:0009055//electr | 1on transport gi[11465978]ref|NP_05452
Glyma.12 -2.3405 | 3.08E-08 462078 | 2.89E-23 5.63807 | 2.47E-16 332027 | 164E-07 3.17592 0.00038 1023 | Ynthesisiko0110 Fﬁm&;ﬁ?gg-ooogss on carrier :2:\ 'E’nfeo {S [r);gtglss// 0.1/6.06418e-18/cytochro
G232500 g . ' : : g : ' . ' 0//Metabolic fplastid U activity; GO:004316 ionPGO'0043623//ce me b6/f complex subunit V
pathways stroma:GO:0009534//c 9//cation binding llular protein [Nicotiana tabacum]
hloroplast thylakoid complex
assembly;G0O:00550
76//transition metal
ion
homeostasis; GO:00
09416//response to
light stimulus
GO:0046906//tetrap
yrrole
S kooissptatos | Copi i e | cooomenneeay | S 252900 ahypothet
G0)158660 -1.8677 1.42E-05 3.96422 1.97E-18 5.64774 4.80E-19 3.38744 2.16E-05 2.94009 0.00323 463 él/MetalSolic membrane;GO:003435 ion on Ilrans ort chain cal protein
athways 7,G0:0009534//chlorop binding;G0O:000905 P GLYMA_01G058600
P % last thylakoid 5//electron carrier [Glycine max]
activity; GO:000382
4//catalytic activity
G0:0006464//cellul .
ko00195//Photos | GO:0031224/intrinsic ar protein g'ﬁggggig:'gi‘,‘;?p’gﬁ;}
Glyma.11 R g . ~ g ynthesis;ko0110 component of G0:0046906//tetrap modification ey
6114700 1.6986 9.96E-06 3.78507 4.79E-17 4.29086 4.91E-13 2.74467 1.36E-07 2.5227 0.00244 408 0//Metabolic membrane:GO:003435 yrrole binding process;G0:002290 cGall_gr’SItznllGnMoo
pathways 7,G0:0009536//plastid 0//electron transport S
chain [Glycine max]
G0:0009521;G0O:0031 gi[947089135|gb|KRH3780
ko00195//Photos A
- 224/[intrinsic " 0.1|/7.49414e-119/hypothet
Glyma.09 R . ~ g ynthesis;ko0110 ~ G0:0044237//cellul : .
090100 1.3311 0.00415 4.85917 5.25E-26 6.41069 2.84E-13 4.45229 9.97E-08 2.52239 0.00569 558 0//Metabolic component of ar metabolic process ical protein

pathways

membrane;GO:000953
6//plastid

GLYMA_09G090100,
partial [Glycine max]

20x 20




g}%ggig‘zgg nirinsie | 60:0019829//cation
kﬁ?r?els?flklsggi? membrane:GO:003317 | AenSPOrNg 4il947076502/gb|KRH2534
Glyma.12 %//Oxidétive 7llproton-transporting activity:GO:001507 GO0:0015986//ATP 2.1)/4.62789e-71/hypotheti
yma. -2.6199 9.59E-15 2.01925 2.75E-08 4.32398 4.17E-12 - - 2.46085 0.0001 318 . two-sector ATPase Y, oY synthesis coupled cal protein
G096200 phosphorylation; 7//monovalent
K001100/Metab complex, inorganic cation proton transport GLYMA_12G096200,
olic pathways proton-transporting transmembrane partial [Glycine max]
domain;G0:0009534//c transporter activit
hloroplast thylakoid P Y
' G0:0015988//energ
G0.003_3178/lproton-tr G0:0032550;G0:00 y coupled proton
ko00195//Photos ansporting two-sector 19829//cation-transp transmembrane
ynthesis;ko0019 ATPase complex, - . 0i[947078541|gb|KRH2738
Glyma.12 0//Oxidative catalytic orting ATPase transport, against 1.1}/0/hypothetical protein
p -1.7611 9.52E-09 3.48479 3.66E-18 4.64109 5.21E-17 2.41548 3.46E-05 2.15131 2.10E-05 2784 s A activity; GO:001507 electrochemical y
G232000 phosphorylation; domain;G0:0019866//0 . . GLYMA_12G232000
N 8//hydrogen ion gradient;G0O:001598 N
ko01100//Metab rganelle inner : [Glycine max]
3 P transmembrane 6//ATP synthesis
olic pathways membrane;GO:000953 transporter activity coupled proton
4f/chloroplast thylakoid transport
ko00195//Photos gi\9‘;17109318|gb\/I;RH5h764
. . . 4.1//8.28695e-19/hypotheti
Glyma.05 -1.8033 | 1.74E-06 392446 | 4B56E-17 | 421531 | 2.83E-13 345592 | 1.25E-09 2.06823 0.00579 439 | Yyrthesisiko0110 | GO:0016020/membran | Go:00da2sTIcellul - o7\ propein
G074900 0//Metabolic €;G0:0044424 ar metabolic process
athways GLYMA_05G074900
P Y [Glycine max]
kﬁ?&?gﬁg'&g}? 0i[351722297|ref|NP_0012
Glyma.04 él/oxidétive G0:0044434,G0:0044 37239.1|/7.45658e-115/unc
yma. - - - - - - - -1.0766 0.00597 1289 . 425;G0:0009579//thyla - G0:0044765 haracterized protein
G066000 phosphorylation; \oid LOC100527009 [Glyci
ko01100//Metab o [Glycine
olic pathways max]
G0:0009526//plastid R
ko00195//Photos | envelope;GO:0031976; ggggyﬁﬁozégige"‘_ii?ﬁ
Glyma.18 R _ R R _ 1.09562 0.00037 11212 0.00138 1010 | Ynthesis;ko0110 G0:0009570//chloropla ~ G0:0044237//cellul haracterized protein
G241700 0//Metabolic st ar metabolic process LOC100500317 [Glycine
pathways stroma;G0:0009522//p 4
max]
hotosystem |
G0:0009055//electr
K000195//Photos GO:0009.526/./pIastld } on _camfzr ] G0:0009617//respo 4i[734422972/gb|KHN4189
Glyma.11 nthesis;ko0110 | ENVelope;GO:0031976; | - activity;GO:000818 | nse to 3.1J/0/Ferredoxin--NADP
G0y77660 - - - - - - - -1.1864 0.00112 1442 %J,l/Metal’mlic G0:0044436;G0:0005 7l/poly-pyrimidine bacterium;GO:0022 réduclase leaf isozyme
athwa 576//extracellular tract 900//electron chloror Ia;tic Gl c?ne éo'a]
P s region binding;GO:000382 transport chain P 4 d
4f/catalytic activity
G0:0009055//electr
on carrier
activity;G0:000818 gi[356559282|ref|XP_0035
7l/poly-pyrimidine 47929.1/,0i[947058656|gb|
K000195//Photos G0:0009526//plastid tract G0:0009617//respo KRH08062.1|/0;0/PREDIC
Glyma.16 nthesis:ko0110 envelope;G0O:0031976; binding;G0:000382 nse to TED: ferredoxin--NADP
G1y27360 - - - - - - - -1.1959 0.0074 1628 g//Metal;olic G0:0044436;G0:0005 4f[catalytic bacterium;G0:0022 reductase, leaf isozyme,
athwa 576//extracellular activity;GO:001673 900//electron chloroplastic [Glycine
P ¥s region 1//oxidoreductase transport chain max];hypothetical protein
activity, acting on GLYMA_16G127300
iron-sulfur proteins [Glycine max]
as donors, NAD or
NADP as acceptor
G0:0051536//iron-s | GO:0006091//gener ggiiéﬁggggigﬁgf’fﬁé
Glyma.12 R ~ R R ~ R R 1.2263 0.00141 784 | k000195//Photos ~ ulfur cluster ation of precursor aracterized protein
G089200 i : ynthesis binding;G0:004316 metabolites and P .
. P LOC100499711 [Glycine
9//cation binding energy max]
G0:0051536//iron-s | GO:0006091//gener | gi|351725193|ref[NP_0012
Glyma.01 } R } } R ) ) R ko00195//Photos . . ulfur cluster ation of precursor 36060.1|/2.57228e-92/unch
G238000 1.2355 0.00761 818 ynthesis G0:0009536//plastid binding;GO:004316 metabolites and aracterized protein
9//cation binding energy LOC100500300 [Glycine

20x 20




max]
GO:0051536/firon-s | GO:0006091/gener | 91I391727909IrefINP_0012
N 36409.1|/2.3486e-111/unch
Glyma.20 ko00195//Photos ulfur cluster ation of precursor : .
- -1.3455 0.00089 988 N - . H aracterized protein
G110800 ynthesis binding;GO:004316 metabolites and LOC100500583 [Glycine
9//cation binding energy Y
max]
G0:0043169//cation K
binding: GO:001507 0i[947073587|gb|KRH2247
alihvdronen ion G0:1990066;GO:00 | 8.1];gi[734413144|gb|KHN
G0:0031224//intrinsic tranz,men%brane 44710;G0:0009617/ 36589.1|/1.21441e-85;1.16
ko00195//Photos component of transporter Iresponse to 363e-156/hypothetical
Glyma.13 ynthesis;ko0110 membrane;GO:000952 L bacterium;G0:0044 protein
G302000 | - -1.4536 0.00261 1060 | o//Metabolic Bliplastid gffl'x;ﬁysﬁﬁu?gﬂ;; 237/Icellular GLYMA_13G302900
pathways envelope;GO:0031976; binding; GO:000905 metabolic [Glycine max];Cytochrome
G0:0034357 . process; GO:001599 b6-f complex iron-sulfur
Sffelectron carrier 2//proton transport subunit, chloroplastic
[a)ctlvny;GO:005288 [Glycine soja]
k000195//Photos 0i[947040828]gb|KRG9055
Glyma.20 ; _1.4605 0.00043 1412 ynthesis;ko0110 G0:0009523//photosyst G0:0046872//metal G0:0044237//cellul 2.1)/0/hypothetical protein
G098500 i ! 0//Metabolic emll ion binding ar metabolic process GLYMA_20G098500
pathways [Glycine max]
i[351727413|ref[NP_0012
ko00195//Photos ) . 36392.1)/1.41727e-61/unch
Glyma.10 ; .1.4816 0.00025 1020 ynthesis;ko0110 G0:0044434,G0:0009 R R aracterized protein
G042100 Og/thél\fl;abollc 522//photosystem | LOC100499814 [Glycine
P s max]
] - gi[351720711]ref[NP_0012
Glyma.08 Ko00195//Photos ﬁ(n)d?:;selgg&csai?sn GO:0022900/electr | 35138-1//1.61599-102/unc
. - -1.5198 2.97E-05 1086 . G0:0009536//plastid A, . N haracterized protein
G126800 ynthesis g{cé?rr:-sulfur cluster on transport chain LOC100305932 [Glycine
9 max]
gi[947115793|gb|KRH6409
5.1],0i[947115794|gb|KRH
64096.1];gi|947115791|gb|
) KRH64093.1];gi[35172271
g’cggggﬁg"’ Gluco | grefiNp_001235206.1/11.6
y O 1686e-78;4.64534e-50,3.80
Sn?.OOOQSZZ//phmosysl g;;)’;ezosise,iﬁo.000647 265e-116-6.1549€-101/hyp
ko00195//Photos | 1:G0:0009534//chlorop dephosphorylation; | AMcElproteln
Glyma.04 } 15303 0.00103 1219 ynthesis;ko0110 last G0:0005515//protei G0:0000097//sulfur Gl cine?nax]'h othetical
G215800 : - 0//Metabolic thylakoid;G0:0034357; | n binding amino acid pmtyem nyp
pathways G0:0009507//chloropla biosynthetic
$t,G0:0009579//thylak process;GO:000976 | CLYMA_04G215800
N 3 [Glycine max];hypothetical
oid 7lIphotosynthetic protein
E:f;i:"” transport GLYMA 04G215800
[Glycine
max];uncharacterized
protein LOC100499729
[Glycine max]
ko00195//Photos |  GO:0031976;GO:0009 gggggzﬁ/sllgigig_’\e'zﬁ?:cﬁ
Glyma.15 } 15452 0.00413 1316 ynthesis;ko0110 570//chloroplast R G0:0044237//cellul racteriized . rotein
G016300 i : 0//Metabolic stroma;G0O:0009522//p ar metabolic process p .
LOC100776789 [Glycine
pathways hotosystem | max]
gi[947105477|gb|KRH5386
0.1};gi[351725111|ref|NP_0
ko00195//Photos ’ A a7
Glyma.06 1ssea | 76708 1140 | ynthesisiko0110 ‘533?1';,’0;"9521;6?'0009 GO:0005515//protei | GO:0044237//cellul 031()20?’1652391le'80?126.9 s
G150300 ) o R 0//Metabolic chioroplas n binding ar metabolic process -S0u1e- ypothetical
athwa thylakoid;GO:0034357 protein
p ys GLYMA_06G150300
[Glycine

20x 20




max];uncharacterized
protein LOC100306036
[Glycine max]
Ko0O195//Photos | GO:0009523//photosyst 0i[351722140[ref|NP_0012
S . 35442.1|/2.65135e-85/unch
Glyma.08 ynthesis;ko0110 em G0:0010207//photo : "
- -1.5775 2.26E-05 874 3 C~A - aracterized protein
G173700 0//Metabolic 11;G0:0009534//chloro system I assembly LOC100499745 [Glycine
pathways plast thylakoid max] Ve
G0:0031224//intrinsic
ko00195//Photos component of G0:0042548//regula 0i[359806573|ref[NP_0012
Glyma.01 } 15797 4.72E-06 1339 ynthesis;ko0110 membrane; GO:000952 G0:0046872//metal tion of 41522.1|/0/uncharacterized
G180800 . . 0//Metabolic 3//photosystem ion binding photosynthesis, light protein LOC100820458
pathways 11;G0:0019867//outer reaction [Glycine max]
membrane
i[359806150]ref[NP_0012
R kﬁ?&ls?jﬁzgﬂgs 40940.1/3.50724¢-96/unch
ot | - 15846 |  7.39E-06 | Y i G0:0044425 - - aracterized protein
athways LOC100779397 [Glycine
P Y max]
G0:0009526//plastid .
ko00195//Photos | envelope;GO:0031976; ggggé7ﬁf23gig$ﬁe"‘_i§2?ﬁ
Glyma.09 ynthesis;ko0110 G0:0009570//chloropla G0:0044237//cellul i !
- -1.6018 2.64E-05 1307 . - N haracterized protein
G250800 0//Metabolic st ar metabolic process LOC100527240 [Glycine
pathways stroma;G0:0009522//p max] Ve
hotosystem |
gi[351721030]ref[NP_0012
Glyma.10 kﬁ?ﬁiﬁ?ﬁﬁgﬂ? GO:0016020//membran 36684.1/2.08586e-35/unch
yma. - 1.55529 2.58E-06 -1.6047 9.86E-06 1332 M S POy - - aracterized protein
G032200 0//Metabolic €,G0:0044424 LOC100305788 [Glyci
athways [Glycine
P max]
Ko00195//Photos | GO:0009523//photosyst 9i[351722402|ref|NP_0012
- . 36219.1|/1.48811e-84/unch
Glyma.15 R 1.6737 7.91E-06 g4p | Ynthesis;ko0110 em ~ G0:0010207//photo aracterized protein
G253700 . ! 0//Metabolic 11;G0:0009534//chloro system Il assembly L00100305752 [Glycine
pathways plast thylakoid max] 4
G0:0016731//oxido
reductase activity,
i . acting on iron-sulfur .
ko00195//Photos ;Se?ggzzzg’ Dl . | proteins as donors, | CO'00096LTINeSRO. 1 gi7343150031gbiKHNO04T
Glyma.02 R R ynthesis;ko0110 N NG ! NAD or NADP as S 1.1}/0/Ferredoxin--NADP
G047600 16875 0.00759 1494 0//Metabolic §0:0044436,G0:0005 acceptor;G0O:00090 bacterium;G0:0022 reductase, leaf isozyme,
576//extracellular . 900//electron - ] .
pathways . 55//electron carrier . chloroplastic [Glycine soja]
region activity-GO:000818 transport chain
7l/poly-pyrimidine
tract binding
G0:0009767//photo
synthetic electron
transport
ko00195//Photos |  GO:0009522//photosyst chainGO:0031647// | gi[351727473|refiNP_0012
o . regulation of protein 36650.1|/6.49139e-99/unch
Glyma.04 ynthesis;ko0110 em G0:0046906//tetrap S A . "
- -1.6901 3.70E-05 1366 3 A . o stability;GO:004254 aracterized protein
G112800 0//Metabolic 1;G0:0009526//plastid yrrole binding \ation of Ivi
athways envelope;GO:0031976 8//regulation of - LOC100305786 [Glycine
P ! photosynthesis, light max]
reaction;G0:000674
0//NADPH
regeneration
GO:0051536/firon-s | GO:0006091//gener g'l‘gigsﬁzzlgggggg‘ﬁag%i
Glyma.11 } 1.6983 0.0003 1620 ko00195//Photos R ulfur cluster ation of precursor haractérizéd rotein
G183300 : : ynthesis binding;G0:004316 metabolites and LOC100785511 [Glycine
9//cation binding energy max] V!

20x 20




G0:0009526//plastid

ko00195//Photos envelope;GO:0031976; gi[351727030|ref[NP_0012
Glyma.10 R 17228 9.50E-06 1706 | Ynthesis;ko0110 G0:0009570//chloropla R G0:0044237//cellul 35355.1//5.09919¢-130/pho
G249000 ' : 0//Metabolic st ar metabolic process tosystem | subunit PsaD
pathways stroma;GO:0009522//p [Glycine max]
hotosystem |
ko00195//Photos gi\f‘lszzlgiggiggté\/l;:mszs
. 1)2. e- otosyst
Glyma.15 R - g ynthesis;ko0110 . G0:0046906//tetrap G0:0044237//cellul h
(G194300 17228 2.158-06 1577 0//Metabolic G0:0009521 yrrole binding ar metabolic process enz)l rfeactloKn cehnlter Jasti
athways subunit psaK, chloroplastic
P [Glycine soja]
0i[734361807|gb|KHN1578
GO:0009526//plastid 1.11:9il47041551)gb|KRG
ko00195//Photos envelope;G0:0031976; g%é;i%élﬁi?;:itﬁnzlg
Glyma.20 138717 1.16E-05 17241 9.00E-06 2825 ynthesis;ko0110 G0:0009570//chloropla ; G0:0044237//cellul reaction center sugunit I
G144700 : : : : 0//Metabolic st ar metabolic process chioroplastic [Glycine !
pathways ;t;g)rga;gc")]:?oogszzll P soja] ;hypothetical protein
YS! GLYMA_20G144700
[Glycine max]
i[356549934|ref[XP_0035
ko00195//Photos 43345.1/3.90749e-87/PRE
: G0:0019684//photo
Glyma.13 ; R g ynthesis;ko0110 ; ; P~ DICTED: photosystem I1
6299200 L7771 | AT3E-06 982 | o//Metabolic synthesis, light repair protein PSB27-HL,
pathways chloroplastic-like [Glycine
max]
koD0195//Photos 0i[734438132]gb|KHN4894
Glyma.13 ynthesis;ko0110 | GO:0009523//photosyst GO:0044237/fcellul | 8:1/1:42389e-120/Photosy
- -1.81 0.00045 1027 . - Ny stem |1 reaction center
G127200 0//Metabolic em Il ar metabolic process PSB28 .
athways prot_em, . .
P chloroplastic [Glycine soja]
ko00195//Photos G0:0009523//photosyst gi[734394466|gb|KHN2854
Glyma.18 : .1.8659 0.00807 1323 ynthesis;ko0110 em G0:0046872//metal G0:0044237//cellul 0.1)/0/Oxygen-evolving
G114900 ! . 0//Metabolic 11;G0:0009534//chloro ion binding ar metabolic process enhancer protein 2,
pathways plast thylakoid chloroplastic [Glycine soja]
i[356511909]ref{XP_0035
ko00195//Photos 24664.1)/1.03197e-134/PR
Glyma.05 ynthesis;ko0110 G0:0009522//photosyst EDICTED: photosystem |
G022900 - -1.8739 1.986-07 1212 0//Metabolic em| - - reaction center subunit I11,
pathways chloroplastic [Glycine
max]
i[351734544]ref[NP_0012
36146.1|/7.06598e-79/unch
(Gal1ysn11i6101 1.04059 | 0.001002 -1.8837 | 6.96E-06 826 kﬁg?elsf” Photos | - - aracterized protein
Y LOC100305746 [Glycine
max]
ko00195//Photos gigf;iééggegg%:““%
i . . .1)/8. e- otosyst
Glyma.09 R _1.8851 0.00079 842 ynthe5|s,k0_0110 G0:0009521 G0.00A_GQQG//tetrap G0.00442_37//ceIIuI em | reaction center
G087700 0//Metabolic yrrole binding ar metabolic process buni K. chl Jasti
athways subunit psaK, chloroplastic
P [Glycine soja]
GO:0051536//iron-s | GO:0006091//gener gggigsﬁ%gégigﬁig%é
Glyma.17 R R ko00195//Photos . . ulfur cluster ation of precursor i)
G154900 19216 | 0.00013 950 | yrthesis (GO:0009536//plastid binding;GO:004316 | metabolites and EDICTED: ke (e
9//cation binding energy erredoxin-2-like [Glycine
max]
G0:1901363;G0:00
ko00195//Photos | G0:0033177//proton-tr | 36094//small ) gi[571459243|ref|XP_0065
ynthesis;ko0019 ansporting two-sector molecule geon.0006818/lhydro 81353.1|/5.72054e-113/PR
Glyma.06 ; } g 0//Oxidative ATPase complex, binding;G0:001507 A EDICTED: ATP synthase
G067400 1.936 2.368-06 1358 phosphorylation; proton-transporting 7//monovalent gzlr}iy_?g,eo.ooow subunit b',
ko01100//Metab domain;G0:0009534//c inorganic cation chloroplastic-like [Glycine

olic pathways

hloroplast thylakoid

transmembrane
transporter

biosynthetic process

max]

20x 20




activity;G0O:009715
9/lorganic cyclic
compound binding
G0:0031224//intrinsic
ko00195//Photos component of G0:0042548//regula gi[358249094|ref[NP_0012
Glyma.11 ) .1.9456 1.02E-08 1703 ynthesis;ko0110 membrane; GO:000952 G0:0046872//metal tion of 39736.1|/0/uncharacterized
G061300 ! i 0//Metabolic 3//photosystem ion binding photosynthesis, light protein LOC100798485
pathways 11;G0:0019867//outer reaction [Glycine max]
membrane
0i[351727401]ref[NP_0012
Glyma.06 ko00195//Photos | GO:0031976;GO:0044 38695.1/2.34942¢-87/unch
020400 - -1.9641 8.07E-07 1253 ynthesis 136:G0:0044434 - - aracterized protein .

' LOC100499708 [Glycine
max]
0i[955320478|ref[XP_0035
24714.3;gi[047109880/gb|
KRH58206.11;gi|94710988
1|gb|KRH58207.1//3.96943
e-122;3.11608e-115;4.2284

G0:0051536//iron-s G0:0006091//gener e-105/PREDICTED:
Glyma.05 ko00195//Photos . . ulfur cluster ation of precursor ferredoxin-2-like isoform
G112100 ) -1.9851 8.758-07 839 ynthesis GO:0009536//plastid binding;G0:004316 metabolites and X2 [Glycine
9//cation binding energy max];hypothetical protein
GLYMA_05G112100
[Glycine max];hypothetical
protein
GLYMA_05G112100
[Glycine max]
0i[356540203|ref[XP_0035
ko00195//Photos 38579.1|/3.7911e-68/PRED
Glyma.11 ynthesis;ko0110 ICTED: photosystem |1
G245400 ) L7987 1.358-07 -2.0021 0.00605 1001 | o//Metabolic : : : core complex proteins
pathways psbY, chloroplastic-like
[Glycine max]
i[571492781|ref[XP_0065
Glyma.12 ko00195//Photos 92347.1/8.1433e-90/PRED
092000 ) -2.0302 5.956-06 831 ynthesis ) ) ) ICTED: photosystem |
subunit O [Glycine max]
KO00195//Photos gi[947123122|gb|KRH7132
Glyma.02 ynthesis;ko0110 8.1/2.16326e-65/hypotheti
6141700 - -2.0322 2.37E-06 771 O/IMetaﬁolic G0:0044424 - - cal protein
pathways GLYMA_02G141700
[Glycine max]
kobo195Poos 36993 1/5 520588 63unch
Glyma.13 ynthesis;ko0110 G0:0044434,G0:0009 L "
G120400 | - -20393 | 9.938-06 57| OMetabolic 522/lphotosystem | - - aracterized protein
pathways LOC100526993 [Glycine
max]
G0:0009532//plastid
stroma;GO:0009526//pl
ko00195//Photos Z?\"glo GO:0009534) | GO:0008187//poly- nng't%O(’%”” TESPO | gij214011454)gb|ACI6147
Glyma.14 R 2.0778 1.30E-07 1121 ynthesis;ko0110 Jehlor PI. t : pyrimidine tract bacterium:GO:0044 7.1}/0/oxygen-evolving
G031800 i : 0//Metabolic choroplast binding;GO:004687 acterium. G0 enhancer protein 2
pathways thylakoid;GO:0009523/ 2/fmetal ion binding 237//cellular [Glycine max]
Iphotosystem metabolic process
11;G0:0005576//extrace
llular region
koootssiproos S0143.1/6 So4sze 156unc
Glyma.03 ynthesis;ko0110 G0:0009523//photosyst G0:0046872//metal G0:0044237//cellul o "
G114600 ) -2.0798 5.46E-06 1073 | o//Metabolic em Il ion binding ar metabolic process haracterized protein
LOC100499794 [Glycine
pathways max]

20x 20




G0:0009767//photo
synthetic electron

transport
Ko00195//Photos |  GO:0009522//photosyst chainGO:0031647// - gi[351725243refiNP_0012
Glyma.06 ynthesis:ko0110 em GO:0046906//tetrap regulation of protein 35038.1|/2.09257e-113/unc
g -1.0182 2.38E-07 -2.0799 1.53E-07 785 . A " o stability; GO:004254 haracterized protein
G321900 0//Metabolic 1;G0:0009526//plastid yrrole binding . .
. 8//regulation of LOC100499718 [Glycine
pathways envelope;G0O:0031976 A
photosynthesis, light max]
reaction;G0O:000674
0//NADPH
regeneration
i|214011474|gb|ACI6148
7.1];0i/947100285|gb|KRH
ko00195//Photos | GO:0031976;GO:0009 égégziﬂgkiffﬁiigﬂiﬁ
Glyma.07 21165 5.57E-08 1062 ynthesis;ko0110 523//photosystem G0:0046872//metal G0:0044237//cellul enhancer rgtgein 3
G112000 : . 0//Metabolic 11;G0O:0009532//plastid ion binding ar metabolic process ?Glycine p
pathways stroma max] ;hypothetical protein
GLYMA_07G112000
[Glycine max]
G0:0009532//plastid
stroma;G0:0009526//pl
ko00195//Photos | 2S04 GO:0008187/Ipoly- | CO:0009617/1TespO | gi734416475/gb K HN3E35
Glyma.02 ynthesis;ko0110 envelope;GO:0009534/ pyrimidine tract nse to 4.1]/0/Oxygen-evolving
g -2.1721 3.91E-08 1217 S Ichloroplast HT bacterium;GO:0044 . .
G282500 0//Metabolic thylakoid:GO:0009523/ binding;G0:004687 237//cellular enhancer protein 2,
pathways Y e 2//metal ion binding " chloroplastic [Glycine soja]
Iphotosystem metabolic process
11;G0:0005576//extrace
llular region
0i[947083556]gb[KRH3227
koD0195//Photos ) .. 7.1J3.15973¢-97/hypotheti
Glyma.10 ynthesis;ko0110 G0:0044434,G0:0009 .
-2.2129 1.99E-05 820 . - - cal protein
G042000 0//Metabolic 522//photosystem | GLYMA 10G042000
pathways [Glycine ?nax]
G0:0043169//cation
binding;G0:001507 . ~A.
GO:0031224/intrinsic | S//nydrogen ion ?311321006&059%1070/
: transmembrane I gi[734321874|gb|KHN0429
ko00195//Photos component of transporter Iresponse to 9.1)/1.5483¢-156/Cytochro
Glyma.12 ynthesis;ko0110 membrane;GO:000952 nSp! o~ bacterium;G0:0044 o yt
-2.239 1.58E-08 1088 . . activity;G0:005153 me b6-f complex
G199400 0//Metabolic 6//plastid . 237//cellular . .
A ) 6//iron-sulfur cluster " iron-sulfur subunit,
pathways envelope;G0:0031976; binding;G0O:000905 metabolic chloroplastic [Glycine soja]
G0:0034357 ) process;GO:001599
5l/electron carrier 2//proton transport
activity;G0:005288 P P
0
Ko00195//Photos | GO:0031976;G0:0009 3'5??23333?'%3’5&?33&?
Glyma.13 ynthesis;ko0110 570//chloroplast G0:0044237//cellul i
G357300 1.34091 5:40E-06 -2:3494 1.618-07 1254 | 0//Metabolic stroma;GO:0009522//p : ar metabolic process | ™ | reaction center
subunit VI, chloroplastic
pathways hotosystem | [Glycine soja]
i[351726538|ref[NP_0012
36618.1/;gi[571463893]ref|
XP_006582847.1)/1.42596
ko00195//Photos G0:0031976;G0:0009 €-73;1.51029¢-78/uncharac
Glyma.07 2.3656 0.00014 884 ynthesis;ko0110 570//chloroplast : G0:0044237//cellul terized protein
G019700 . : 0//Metabolic stroma;G0O:0009522//p ar metabolic process LOC100499832 [Glycine
pathways hotosystem | max];PREDICTED:
uncharacterized protein
LOC100499832 isoform
X1 [Glycine max]
ko00195//Photos | G0:0033178//proton-tr | G0:0015078//hydro gi[734415192|gb|KHN3760
Glyma.13 24727 5.26E-05 1800 ynthesis;ko0019 ansporting two-sector gen ion GO:0006754//ATP 4.1|/0/ATP synthase
G204800 : § 0//Oxidative ATPase complex, transmembrane biosynthetic process gamma chain, chloroplastic
phosphorylation; catalytic domain transporter [Glycine soja]

20x 20




ko01100//Metab activity;G0:001982
olic pathways 9//cation-transportin
g ATPase activity
ko00195//Photos GOLOSTBlhydro
ynthesis;ko0019 G0:0033178//proton-tr tgransmemhrane gi[734404516|gb|KHN3302
Glyma.15 R R 2.4995 4.16E-10 189p | O/fOxidative ansporting two-sector transporter GO:0006754//ATP 7.1)/0/ATP synthase
G107900 : . phosphorylation; ATPase complex, nsp! ~A. biosynthetic process gamma chain, chloroplastic
N N activity;G0:001982 N N
ko01100//Metab catalytic domain olfcati : [Glycine soja]
olic pathways catlon-tran_sp_omn
g ATPase activity
i[356543418]ref[XP_0035
. " . 40157.1/6.45877e-93/PRE

Glyma.12 ; : 25352 6.82E-07 889 koOOl?S//Photos G0:0009536//plastid G0.0051536/{|r0p-s G0.00ZZQOO//eIgctr DICTED:

G169600 ynthesis ulfur cluster binding on transport chain . . .
ferredoxin-A-like [Glycine
max]
4i[734406057|gh|KHN3382

Glyma.04 ; ; 25573 1.76E-09 1273 ko00195//Photos G0:0031976;G0:0044 G0:0046872//metal R 6.1//1.33719¢-85/Plastocya

G020300 ! : ynthesis 436;G0:0044434 ion binding nin, chloroplastic [Glycine
soja]
gi[351723843|ref|NP_0012

. . 37037.1|/2.17897e-93/unch
gllysrggbloz - 117486 | 0.000723 3199 | 3.16E-08 881 kﬁ?&ls?f” Photos | 55.0009536//plastid ﬁgfgﬁjlsfgegl'r:&”ns GO:0044710 aracterized protein
Y 9 LOC100500372 [Glycine
max]
. G0:0032550;G0:00
kﬁ?&i?jﬁzggtlgs Sn? %?ﬁﬂtafg’ggggr" 10829//cation-transp 4il947123790/gblKRH7199
Glvina.02 g//o)(i ot ATE,HSQ c%m - orting ATPase GO:0015986//ATP | 6.1)/1.26336¢-85/hypotheti
GilyS4060 1.45087 0.00018 2.18905 2.86E-07 1.89131 0.00124 - -4.1015 4.19E-07 461 phosphorylation; catalytic plex, activity; GO:001507 synthesis coupled cal protein
Ko01100//Metab | domain:GO:0009534/c | S/Mydrogen fon proton transport GLYMA_02G184000,
olic pathways hloroplast thylakoid transmembrane partial [Glycine max]
transporter activity
G0O:0006464//cellul
ko01100/Metab | - 5y,0009521;G0:0031 ] ar protein. 4i[359806638|refNP_0012
olic AR G0:0046906//tetrap modification
) 224/[intrinsic A 41277.1|/0/chlorophyll a-b
Glyma.08 - 215566 | 5.66E-07 1357 | PAUWRYSKO001 o onent of yrole process;GO:000609 | ijing protein 3
G082900 . ! 96//Photosynthes pb o) binding;G0O:004316 1//generation of hi glp ic-lik ! Iyci
is - antenna membrane;G0O:000953 9//cation binding precursor chloroplastic-like [Glycine
. 4f/chloroplast thylakoid " max]
proteins metabolites and
energy
G0O:0006464//cellul
ko01100/Metab | - 5y,0009521;G0:0031 ] ar protein. 4il947059228/gb|KRH0863
olic 224 intrinsic GO:0046906/Mtetrap |- modification 4.1§2.29509¢-86/hypotheti

Glyma.16 ; 270875 6.86E-05 511 pathways; ko001 component of yrrole process; GO:000609 czlil rlotein

G162600 ! . 96//Photosynthes menfbrane'GO'()OOQSs binding;G0:004316 1//generation of GL\p(MA 166162600,

is - antenna 4//ch|0r0pl’ast tﬁylakoid 9lfcation binding precursor partial [G_chine max] '
proteins metabolites and

energy
ko01100//Metab ) 4i[358248490|refNP_0012

Glyma.16 ggtchway:;'koom GO:0009521;G0:0031 | GO:0043169//cation ;gr?g??)?géj/rgg?er 40146.1y/0/chlorophyll a-b

G165800 -1.6062 7.18E-10 ) 270675 | 448E-12 1884 | og/photosynthes | 976 binding metabolites and binding protein 21,

: chloroplastic-like [Glycine
is - antenna energy
. max]
proteins
G0:0006464//cellul

ko01100/Metab | - 3y.0009521:G0:0031 ] ar protein.
olic AR G0:0046906//tetrap modification .

. 224/fintrinsic A 0i[255646685|gb|ACU2381

Glyma.05 ; 223169 | 2.28E-06 -1.0087 0.00637 1131 | Pathwaysiko0OL oo o yrrole process;G0:000609 | &3 oy 1nknown [Glycine

(G128000 i i ! : 96//Photosynthes membrane:GO:000953 binding;GO:004316 1//generation of rﬁax]

is - antenna et : 9/lcation binding precursor
: 4f/chloroplast thylakoid "
proteins metabolites and

energy

20x 20




ko01100//Metab
olic

G0:0009526//plastid
envelope;GO:0009570/

G0:1990066;G0:00
06091//generation

gi[734405712|gb|KHN3351
4.1]/1.20949¢-173/Chlorop

g:)ysn;iolos -1.1359 0.00041 1645 ngaoy[?skmis Ichloroplast - of precursor hyll a-b binding protein
s - antenn;/ stroma;GO:0009534//c metabolites and CP24 10A, chloroplastic
proteins hloroplast thylakoid energy [Glycine soja]
G0:1990066;G0:00
ko01100//Metab 09639//response to .
olic G0:0009503,G0:0009 red or far red g'g?g‘g?ig‘gg'ﬁgggmgﬁz
Glyma.16 13178 0.001 1338 pathways; ko001 523//photosystem G0:0043169//cation light; GO:0006091// h. M al-b binding protein P
G205200 : . 96//Photosynthes 11;G0:0009570//chloro binding generation of CyPZG chloro I%s[;ic
is - antenna plast stroma precursor [Gl cine so'al]J
proteins metabolites and Y d
energy
ko01100//Metab
olic G0:0006091//gener gi[359807444|ref[NP_0012
Glyma.12 1.3908 0.00061 1937 pathways; ko001 G0:0009521;G0:0009 G0:0043169//cation ation of precursor 40880.1|/0/uncharacterized
(G219300 : ! 96//Photosynthes 536//plastid binding metabolites and protein LOC100779387
is - antenna energy [Glycine max]
proteins
zﬂtéuoo// Metab G0:0009526//plastid G0:1990066;GO:00 | gi[734390448|gh|KHN2673
. envelope;GO:0009570/ 06091//generation 6.1]/4.09065e-174/Chlorop
g%@g(}o{? -1.4136 5.47E-05 1328 gzwxzﬁ:eﬁﬂ; Ichloroplast - of precursor hyll a-b binding protein
is- antenn;, stroma;G0O:0009534//c metabolites and CP24 10A, chloroplastic
proteins hloroplast thylakoid energy [Glycine soja]
0i[947120744]gb|KRH6899
3.1/;0i[358249066]ref|NP_0
. 01239987.1|/0;0/hypothetic
Glyma0s ko00196//Photos | GO:000952L,G0:0009 | (0 parcon . ggfg?i?zclé /r gg?e' al protein
6262300 -1.4695 9.53E-05 1398 ynthesis - . 534//Ch!0r0plasl binding metabolites and GLYMA7036262300
antenna proteins thylakoid ener [Glycine
v max];uncharacterized
protein LOC100794944
[Glycine max]
";ﬁglmo” Metab 60000600 igener | JI947109970IGbIKRH5829
Glyma.05 pathways; ko001 atioln of precursor 6.1/2.40783e-163/nypothet
119000 -1.4759 0.00909 732 96//Photosynthes G0:0009536//plastid - metabolites and ical protein
) GLYMA_05G119000
is - antenna energy [Glycine max]
proteins Y
G0:0009628//respo
G0:0009521;G0:0009 nse to abiotic .
d ! P 734389434|gb|KHN2625
ko00196//Photos | 526//plastid _ ) stimulus;Go-00060 | 91
Glyma.06 14808 | 3.12E-05 1114 | ynthesis - envelope;GO:0031976; | GO:0043169//cation | gy eneration of 4.1jfo/Chlorophyll a-b
G194900 . N binding binding protein P4,
antenna proteins G0:0009570//chloropla precursor chloroplastic [Glycine soja]
st stroma metabolites and P 4 d
energy
2623:/%?‘?3%0;60:0031 GO:0006091//gener
ation of precursor
ko01100//Metab component of metabolites and
olic membrane;GO:000952 G0:0043169//cation eneray:GO-0006464 0i|359806053]|ref[NP_0012
Glyma.14 15004 | 407808 1200 | Patwayskoo0l | 6l/plastid binding;G0:004690 | el = e 41179.1)/0/uncharacterized
G008000 . . 96//Photosynthes envelope;G0O:0044437; 6//tetrapyrrole war p protein LOC100815789
i ¥ P modification "
is - antenna G0:0009534//chloropla binding -GO:000963 [Glycine max]
proteins st g/rlocess, . d
thylakoid;GO:0009570/ farrfjg‘l’i”ﬁft“’ red or
/chloroplast stroma 9
Ko00196//Phatas GO:0006091//gener | gi[734433643|gb|KHN4688
Glyma.14 1575 5.65E-06 1290 nthesis - G0:0009521;G0:0009 G0:0043169//cation ation of precursor 4.1)/3.8163e-165/Chloroph
G003400 i : y! 507//chloroplast binding metabolites and yll a-b binding protein 3,

antenna proteins

energy

chloroplastic [Glycine soja]

20x 20




ko01100//Metab
olic

G0:0006091//gener

0i[359806176|ref|NP_0012

Glyma.13 1.8672 2.16E-06 1245 pathways; ko001 G0:0009521;G0:0009 G0:0043169//cation ation of precursor 41200.1|/0/uncharacterized
G282000 ! : 96//Photosynthes 536//plastid binding metabolites and protein LOC100790960
is - antenna energy [Glycine max]
proteins
G0:1990066;G0:00
ko01100//Metab 09639//response to i[356535308|ref[XP_0035
olic G0:0009503;G0:0009 red or far red 36189.1|/6.78912e-163/PR
Glyma.10 1.8739 1.03E-06 1123 pathways; ko001 523//photosystem G0:0043169//cation light; GO:0006091// EDICTED: chlorophyll a-b
G177200 i . 96//Photosynthes 11;G0:0009570//chloro binding generation of binding protein CP26,
is - antenna plast stroma precursor chloroplastic [Glycine
proteins metabolites and max]
energy
gi[734313594|gb|KHN0149
1.11;9i|947099250|gb|KRH
’ ~A G0:0006091//gener 47742.1|/0;0/Chlorophyll
Glyma.07 1.8987 1.98E-06 1400 k000196//Ph°t°S 60:0009521,G0:0009 G0:0043169//cation ation of precursor a-b binding protein 7,
G047600 o IR ynthesis - 534/ichloroplast bindin metabolites and chloroplastic [Glycine
antenna proteins thylakoid 9 N Ap . .
energy soja] ;hypothetical protein
GLYMA_07G047600
[Glycine max]
G0:1990066;G0:00
gﬁglmm/Memb G0:0009503;G0:0009 ?:c? 3?/{5?23”59 © 9i[734324257]gb|KHN0503
. . o i . o) 2.1)/7.10859¢-173/Chlorop
Glyma.20 20117 3.38E-05 1076 pathways; ko001 523//photosystem G0:0043169//cation light; GO:0006091// hvil a-b binding protein
G212900 : : 96//Photosynthes 11;G0:0009570//chloro binding generation of C}{'-’ZG chloroplgs[;ic
is - antenna plast stroma precursor . n
proteins metabolites and [Glycine soja]
energy
Ko00196//Photos GO:0006091//gener | gi[734396929]gb[KHN2986
Glyma.02 2.0384 3.99E-08 1945 ynthesis - G0:0009521;G0:0009 G0:0043169//cation ation of precursor 9.1)/5.17725e-165/Chlorop
G309500 . . antenna proteins 507//chloroplast binding metabolites and hyll a-b binding protein 3,
energy chloroplastic [Glycine soja]
i[947121839]gb|KRH7004
5.1],0i[947121840|gb|KRH
70046.11;gi|734312433]gh|
KHNO00611.1|/3.16771e-16
2;3.01752e-138;7.33888e-1
G0:0006091//gener . e -
Glyma.02 ko00196//Photos | 5.0009521:G0:0009 | GO:0043169//cation | ation of precursor 76/hypothetical protein
G064700 -2.0793 6.026-07 2033 | ynthesis- 536//plastid binding metabolites and GLYMA_02G064700
antenna proteins energy [Glycine max];hypothetical
protein
GLYMA_02G064700
[Glycine max];Chlorophyll
a-b binding protein 6A,
chloroplastic [Glycine soja]
i[955376843|ref|{XP_0065
K000196//Photos G0:0006091//gener 99410.2|/2.30353e-164/PR
Glyma.16 2.0802 2.09E-06 1161 nthesis - G0:0009521;G0:0009 G0:0043169//cation ation of precursor EDICTED: chlorophyll a-b
(G145800 : : Zntenna roteins 536//plastid binding metabolites and binding protein 6A,
P energy chloroplastic [Glycine
max]
G0:1990066;G0:00
ko01100//Metab 09639//response to .
olic GO:0009503;G0:0009 red or far red g'g%?gggggﬁg%gmglﬁf
Glyma.09 pathways; ko001 523//photosystem G0:0043169//cation light;GO:0006091// A .
Clear00 116335 | 0000718 |  -20875 | 244E-06 191 | ge/jphotosynthes | 11:G0:0009570//chloro | binding generation of foyl b Binding protein
is - antenna plast stroma precursor Gl c}ne so'aﬁl
proteins metabolites and V! d
energy
Glyma.18 ko01100//Metab G0:0009639//respo 0i[356568441|ref[XP_0035
G028460 -2.1646 3.76E-07 1218 olic G0:0009536//plastid - nse to red or far red 52419.1|/2.48927e-167/PR
pathways; ko001 light;GO:0006091// EDICTED: chlorophyll a-b

20x 20




96//Photosynthes generation of binding protein CP29.3,
is - antenna precursor chloroplastic-like [Glycine
proteins metabolites and max]
energy
ko01100//Metab
olic G0:0006091//gener 0i[734417899|gb|KHN3921
Glyma.08 pathways; ko001 . . ation of precursor 1.1)/0/Chlorophyll a-b
G074000 -2:3629 8.308-10 1090 96//Photosynthes GO:0009536//plastid ) metabolites and binding protein CP24 10A,
is - antenna energy chloroplastic [Glycine soja]
proteins
G0:0009521;G0:0009 G0:0009639//respo -
526//plastid nse to red or far red 3‘?47.?3,2&;%7294%32%255;08
ko01100//Metab envelope;GO:0009570/ light; GO:0006091// 0i2f0183 11 06595¢-163:
olic [chloroplast (3_0:[_)043169/lcati0n generation of Olhypotheiical.protein !
Glyma.02 27984 3.57E-12 1322 pathways; ko001 stroma;G0:0009534//c binding;G0:004690 precursor GLYMA 02G305400
G305400 96//Photosynthes hloroplast 6//tetrapyrrole metabolites and Gl cine_max]'chlom il
is - antenna thylakoid;GO:0044437; binding energy;G0:0006464 a-bybindin rétein 15pl Y
proteins G0:0031224/fintrinsic Ilcellular protein chloro Ias%i(lz)-like Gl c'ine
component of modification max] P 4
membrane process

20x 20




Supplementary Table S6: DEGs involved in starch and sucrose metabolism

log2R log2R log2R log2R log2R
atio(2 atio(2 atio(2 atio(2 atio(2
Genel mlpa- P-valu mlpa- P-valu mipa- P-valu mipa- P-valu mlpa- P-valu het Pathwa GO Component GO Function GO Process Blast nr
D 12M | e M | e 32M | e M | e 52M | e b Y s
WT-1 WT-2 WT-3 WT-4 WT-5
) ) ) ) )
G0:0006833//water
koOOOS%//Fructose and mannose transport;GO:0010118//stomatal
metabolism;ko00500//Starch and sucrose movement:GO:0016310//ohosphoryl
Givm metabolism; ko00010//Glycolysis / GO:0044437,60:00 | GO:0046914//ransition | O ETET 2o s VAP Y
a O%G 1.044 0.001 21 Gluconeogenesis; ko01100//Metabolic 31306//intrinsic metal ion rect}rsor‘metaboliteg and gi[356495847|ref{XP_003516783.
0'0730 ) 4 . 19 - - - - - - - - 89 pathways;ko01110//Biosynthesis of component of binding;G0O:0032550;G Ener -GO:0009757//hexose 1|/0/PREDICTED:
0 secondary metabolites;ko00520//Amino mitochondrial outer 0:0004396//hexokinase m edi?:'ed . hexokinase-1-like [Glycine max]
sugar and nucleotide sugar membrane activity PR
- signaling;GO:0019318//hexose
metabolism;ko00052//Galactose . e
. metabolic process;GO:0008219//cell
metabolism
death
aG:)%"G‘ 1130 | 317 1 :(r:’tg?S;:\féf;g‘ﬁ:igggéggf/‘g{;?;ean ’ G0:0030312//extern | GO:0052689//carboxyli 0i|356497141|ref[XP_003517421.
g ) : - - - - - - - - A . al encapsulating c ester hydrolase G0:0071555//cell wall organization 1)/0/PREDICTED: probable
20950 84 -05 43 sucrose metabolism;ko01100//Metabolic M . "
structure activity pectinesterase 68 [Glycine max]
0 pathways
ko00500//Starch and sucrose
metabolism;ko01100//Metabolic
Glym i . y G0:0005911//cell-c .
} B pathways;ko01110//Biosynthesis of G0:0016798//hydrolas " : . i[734320135|gb|KHN03708.1|/0/
i:GZBGO 1'451 4125 - - 1'48§ 0'028 - - - - ;Z secondary 'elilnction' GO:000561 e activity, acting on Grgégg:4238// primary metabolic Lysosomal beta glucosidase
0 metabolites; ko00460//Cyanoamino acid ga/lcell V\;all : glycosyl bonds P [Glycine soja]
metabolism;ko00940//Phenylpropanoid
biosynthesis
0i|955308958|ref[XP_014625681.
11;gi|947125214|gh|KRH73420.1];
metbolism k001 100/Meabol HoooPREDICTED:
metabolism; kol etabolic ’ ,0; .
S:)yzné 1216 3.18E 2 pathways;ko01110//Biosynthesis of ;3”0,0005911//cell-c G0:0016798//hydrolas 0:0044238//primary metabolic beta-glucosidase BoGH3B-like
2'7210 : 5 . 06 - - - - - - - - 21 secondary iunction:GO:000561 e activity, acting on roéess P Y isoform X1 [Glycine
0 metabolites;ko00460//Cyanoamino acid ]8//c el V\;all : glycosyl bonds P max];hypothetical protein
metabolism;ko00940//Phenylpropanoid GLYMA_02G272100 [Glycine
biosynthesis max];PREDICTED:
beta-glucosidase BoGH3B-like
isoform X3 [Glycine max]
Glym Ko00040//Pentose and glucuronate GO:0004857/fenzyme | y.0003006//developmental gi[356505586ref|XP_003521571.
a.03G -3.642 2.08E ; R R R R R R R 11 interconversions;ko00500//Starch and R ;rlrt‘il\'jiltlyo'rGO'OOSZGBQI/c process involved in 1|/8.44156e-131/PREDICTED:
21460 7 -07 94 sucrose metabolism;ko01100//Metabolic arbox I}c es-ter reproduction;G0O:0044092//negative 21 kDa protein-like [Glycine
0 pathways hyd ro{ase activity regulation of molecular function max]
Glym y G0:0006796//phosphate-containing gi[571450061|ref[XP_003523824.
a0iG | ) ) ) ) ) 1797 | 689E | ) 18 || o0s00//Starch and sucrase metabotism | - gg.ggiggﬁ:{;z:rbohyd compound metabolic 2J/0/PREDICTED: probable
10360 8 -06 64 activit process;GO:0005991//trehalose trehalose-phosphate phosphatase J
0 Y metabolic process [Glycine max]
Glym G0:0005488;G0:0004
a.05G R R R ~ ~ ~ 1.099 0.000 ~ ~ 26 ko00500//Starch and sucrose ~ 553//hydrolase activity, G0:0044238//primary metabolic gi[734310523|gh|KHM99903.1//0/
21640 73 42 63 metabolism;ko01100//Metabolic pathways hydrolyzing O-glycosy! process Endoglucanase 6 [Glycine soja]
0 compounds
Glym y y - . .
a056 | ) ) i 1202 | 0000 | 2304 | 233 | i 21 | ko00500/Starch and sucrose GO:0009536//plasti Sgg%mg%/:yirnolas Ggﬁ?fg%z_%mz'gg/'/mfi”r;'ac;”a' cell g;}g?ﬁ;g’@#’éﬂfzﬁggsﬁiﬁ‘gé
23640 27 27 82 -09 64 | metabolism;ko01100/Metabolic pathways | d Y, acting growth; =0 primary ) - =D: endog
0 glycosyl bonds metabolic process 8-like [Glycine max]

20x 20




Glym

2.06G -1.404 8.58E } R R R R R 18 ko00500//Starch and sucrose R G0:0016160//amylase G0:0005976//polysaccharide gi[902938|dbj|BAA09462.1/0/bet
30150 8 -06 91 metabolism;ko01100//Metabolic pathways activity metabolic process a-amylase [Glycine max]
0
Glym gi[356515372]ref[XP_003526374.
a06G | -L242 | 0000 | ) ) ) ) ) 23 | KoDOSOOIStarch and sucrose ) GO:0004558//alpha-1.4 | GO:0044238//primary metabolic 1J0/PREDICTED:
31850 2 11 99 o . -glucosidase activity process beta-fructofuranosidase, soluble
pathways; ko00052//Galactose metabolism b : "
0 isoenzyme I-like [Glycine max]
G0:0005618//cell
wall;G0:0043231//i
Glym Ko00040//Pentose and glucuronate “m‘;anﬁg'r':r:grb sunded feod?;i?m”enzyme gg;eocm?gz// negative regulation of | - i0470995819b|KRH47720.1y0/
a.07G -1.562 1.03E 35 interconversions;ko00500//Starch and i~ gu A A hypothetical protein
- - - - - - A . organelle;GO:00444 activity;G0O:0052689//c function;G0:0071555//cell wall .
04600 8 -09 58 sucrose metabolism;ko01100//Metabolic S~ i’ e GLYMA_07G046000 [Glycine
0 athways 44;G0:0005576//ext arboxylic ester organization;G0O:0000272//polysacc max]
P 4 racellular hydrolase activity haride catabolic process
region;GO:0016020/
/membrane
Sospiaeoyeli 003531047 1/
re B
Glym ko00500//Starch and sucrose ’ N N —
2.08G 1332 | 412 30 | metabolism;ko01100/Metabolic GO:0031012/fextrac | CO:0004553/Mhydrolas | - ¢y 5060579 notysaccharide 0:0/hypothetical protein
07470 ) ) ° 49 06 | ° 60 | pathways;ko00520//Amino sugar and ellular matrix e activity, hydrolyzing catabolic process GLYMA,_08G074700 [Glycine
0 nucleotidé sugar metabolism 0O-glycosyl compounds max];PREDICTED:
9 beta-xylosidase/alpha-L-arabinofu
ra.mosidase 2 [Glycine max]
Glym ﬁg‘gﬂﬁgﬁ;’;g:mom G0:0006796//phosphate-containing gla;/\g/sss:és[;s&gg;g)l([ol4634392.
2.08G -2.111 1.92E 30 . A compound metabolic i
- - - - - - ko00500//Starch and sucrose metabolism - activity;G0O:0035251// A alpha,alpha-trehalose-phosphate
12080 2 -05 54 process;GO:0005991//trehalose . A
0 UDP.-uncosyItransferas metabolic process synth§se [UDP-forming] 1-like
e activity [Glycine max]
Glym ko00040//Pentose and glucuronate K
a.09G 1.252 0.001 83 interconversions; ko00500//Starch and gl\356530768|ref|XP7003533£.352.
12200 | : - - - 88 04 8 | sucrose metabolism;ko01100//Metabolic | : : il';ﬁﬁ%fiﬁ?ﬁ’fﬁi?!ﬁligxfl
0 pathways
Glym ko00500//Starch and sucrose " - .
a09G | -1949 | 0000 | 2309 | 0000 | _ ) ) ) 43 | metabolism:ko01100//Metabolic SO0031 224 | GO:0016759cellulose | GO:0030243/cellulose metabolic girad1 FABBgbIK IHZB968 Y0/
20820 8 26 9 61 34 pathways;ko00520//Amino sugar and b P synthase activity process;GO:0009856//pollination D3 [Glyci ynthe p
0 nucleotide sugar metabolism membrane [Glycine soja]
) I 0i[356534392|ref[XP_003535739.
Glym Ko00500//Starch and sucrose GO:0016798/hydrolas | GO:0005985//sucrose metabolic | 3y opepicTED:
2.10G 2.305 0.000 19 lism:ko01100/M li - : process;GO:0046903//secretion;GO: f § . insolubl
07480 2 16 - - - - - - 59 metabolism;ko01100//Metabolic ) - e activity, acting on 0006073//cellular glucan metabolic peta- ructof ur{in0§|dase, insoluble
0 pathways; ko00052//Galactose metabolism glycosyl bonds rocess isoenzyme 1-like isoform X1
P [Glycine max]
Glym ko00040//Pentose and glucuronate " .
a.10G } } R R R 3.421 0.000 15 interconversions;ko00500//Starch and B Sgg\[])g%?gmd;?rl]as G0:0044238//primary metabolic g;)g?fsggﬂégxP?gl?:;g%w
23090 96 3 77 sucrose metabolism;ko01100//Metabolic | Y, | yarolyzing process Ivaal P Ivei
0 pathways O-glycosyl compounds polygalacturonase [Glycine max]
Glym G0:0006950//response to
116G 2843 | 2.02E 20 | ko00500//Starch and sucrose GO:0009532/plasti | GO:0016160//amylase | SressiCO:0005976/polysaccharide | - gil734408776|gb|KHN34883.1)/0/
03040 | ° - - 4 05 | - - 28 | metabolism:ko01100//Metabolic pathways | d stroma activity metabolic Beta-amylase 3, chloroplastic
0 ! process; GO:0000023//maltose [Glycine soja]
metabolic process
gi[571487997|ref[XP_006590804.
G0:0016798//hydrolas 1|;‘gi\gggggggleﬂ‘gmKRzgzglssll.(l)\;
e activity, acting on Qi[947 gb|KRH29157.1/0;
Glym " .
allG | -1256 | 0003 | i i i i i 23 | ko00500//Starch and sucrose i gm’:g 00005488:G0 | ©0:0044238/primary metabolic gﬂ’:eR[EG[I’y'g:eEaéi]”i‘;’%'é‘;ae?ias;
30130 1 48 21 metabolism;ko01100//Metabolic pathways :0004553//hydrolase process protein GLYMA_11G101300
activity, hydrolyzing [Glycine max];hypothetical
O-glycosyl compounds protein GLYMA_11G101300
[Glycine max]
Glym ] i[047074959]gb|KRH23799.1)/0/
a.12G R -4.097 3.19E ~ ~ ~ ~ 12 ko00500//Starch and sucrose ~ Siﬁsge&g:yg;mas G0:0044238//primary metabolic hypothetical protein
00470 2 -07 95 metabolism;ko01100//Metabolic pathways . 9 process GLYMA_12G004700 [Glycine
0 glycosyl bonds max]

20x 20




0i[955362405]ref[XP_014622079.
11;9i|947064948|gh|KRH14091.1;
gi[356551512]ref|XP_003544118.
1,gil947064949|gb|KRH14092. 1)/
0;0;0;0/PREDICTED:
Glym ko00040//Pentose and glucuronate " e L
a.14G -1.024 0.004 | _ ~ ~ ~ ~ ~ 20 | interconversions;ko00500//Starch and ~ S?&g\?ﬁ%?groyld;?':as G0:0044238//primary metabolic iﬂ{%ﬁla;t#;w:iif::kel;fﬁggg
00610 9 79 78 sucrose metabolism;ko01100//Metabolic Ol Y. ! yaroly g process . yGLYMA '14{_5006100
0 pathways -glycosyl compounds protein \
[Glycine max];PREDICTED:
polygalacturonase-like isoform
X1 [Glycine max];hypothetical
protein GLYMA_14G006100
[Glycine max]
Glym ko00500//Starch and sucrose gi[356553593|ref[XP_003545139.
a.14G 1192 0.001 ) R R R R R 20 metabolism;ko01110//Biosynthesis of R G0:0016740//transfera R 1|/0/PREDICTED: probable
02740 ) 21 94 secondary metabolites;ko00520//Amino se activity galacturonosyltransferase 15
0 sugar and nucleotide sugar metabolism [Glycine max]
Glym ] ) i[356553609]ref[XP_003545147.
a.14G -1.212 3.64E ; R -1.352 4.48E R R 37 ko00500//Starch and sucrose R cGog-?gzgsszeﬁ/sl;Dp glu G0:0005984//disaccharide 1|//0/PREDICTED: probable
02910 2 -07 6 -05 43 metabolism;ko01100//Metabolic pathways a cti)\//it metabolic process sucrose-phosphate synthase 3
0 Y [Glycine max]
G0:0005618//cell "
Glym ko00040//Pentose and glucuronate Pty . " 0i[571518634]ref[XP_006597719.
al5G | 1080 | 306E | ) ) ) ) ) 20 | interconversions;ko00500//Starch and WwalliGO:0043231I11 | GO0004553Myrolas | 0,0044238/lprimary metabolic 1J0/PREDICTED: probable
14680 02 -05 96 sucrose metabolism;ko01100//Metabolic membrane-bounded O-glyc;}s,’yl gompﬁmgs process polygalacturonase isoform X1
0 pathways organelle [Glycine max]
i|356558481|ref|XP_003547535.
Glym ko00040//Pentose and glucuronate " gl S
a.15G -1.564 4.02E 19 interconversions;ko00500//Starch and 60‘90.16788(/ hydrolas y Il boli 1|IOIP REDIC‘I;ED'.
18430 5 07 - - - - - - 56 sucrose metabolism: ko01100//Metabolic - e activity, acting on G0:0008152//metabolic process pec}lr)esterase pec?lnesteras.e
0 athways ’ ester bonds inhibitor PPE8B-like [Glycine
P Y max]
Glym ko00040//Pentose and glucuronate 00030312 | o noav23allenzyme | GO 00T el eace | GiIB71520749)rfXP_006598050.
al5G | -1533 | 250E | i i i i i 24 | interconversions;ko00500//Starch and ol oncaneulatin 00052680/ | P ol poly 1J/0/PREDICTED: probable
22350 5 -05 32 sucrose metabolism;ko01100//Metabolic P 9 yli " - GO:0044092 . pectinesterase/pectinesterase
0 pathways structure arboxylic este_r_ process_,G0.00 09, //negatl\{e inhibitor 47 [Glycine max]
hydrolase activity regulation of molecular function
ko00500//Starch and sucrose
metabolism;ko01100//Metabolic .
Glym o A - . gil947057276|gb|KRH06682.1)/0/
aleG | ) ) ) ) ) 1585 | 0.001 18 gj;gﬁ’jgf};k"omo” Biosynthesis of ) S;ﬁggfﬁgﬂhﬁf'“ G0:0044238//primary metabolic hypothetical protein
83930 6 o7 45 metabolites; ko00460//Cyanoamino acid glycosyl bonds process s];:;MA-mGDS%OO [Glycine
metabolism;ko00940//Phenylpropanoid
biosynthesis
Glym ko00040//Pentose and glucuronate G0:0004553//hydrolas i[947058503|gb|KRH07909.1|/1.
a.16G -6.915 1.85E -6.280 2.06E -5.522 2.62E 4804 1.01E 41 interconversions;ko00500//Starch and R e aciivi h dro); zin G0:0044238//primary metabolic 98927e-57/hypothetical protein
11800 5 -28 2 -18 1 -12 . -08 2 sucrose metabolism;ko01100//Metabolic Ol v, | yaroly g process GLYMA_16G118000 [Glycine
0 pathways -glycosyl compounds max]
) A N 0i[947054630]gb|KRH04083.1[;gi|
Glym G0:0005618//cell ©O:0008984lldisaccharide 356563300]ref[XP_003549902.1)
a.l7G 2641 | 0.000 25 | k000500/Starch and sucrose wall:GO:0043231/M1 | 1y 0004558 /alpha-1,4 | process;GO:0051707/Iresponse to 0:0/hypothetical protein
13850 - - - - - - 56 2 05 metabolism;ko01100//Metabolic ntracellular _glucosidase activit other organism:GO:0048364//root GLYMA_17G138500 [Glycine
0 pathways; ko00052//Galactose metabolism membrane-bounded g Y develo ?nent'GIO'0609739/lres onse max];PREDICTED: acid
organelle elopment, O P beta-fructofuranosidase [Glycine
to gibberellin max]
ko00500//Starch and sucrose
metabolism;ko01100//Metabolic .
Glym ' ; ’ . gi[356565758|ref|XP_003551104.
allc | ) ) ) 2354 | 0000 | ) 21 g:ét;:/;;/rs)}koonml Biosynthesis of ) Sgg\?ﬁy;’fg;‘g’fﬂ”'” 60:0044238//primary metabolic 1/0/PREDICTED:
38820 4 18 3 metabolites;ko00460//Cyanoamino acid glycosyl bonds process Fétla"glﬁ:ﬁf;i?se BOGH3B-like
metabolism;ko00940//Phenylpropanoid 4
biosynthesis
Glym ko00500//Starch and sucrose ’ 0i[947048791|gh|KRG98319.1//0/
a18G | - ; ; . 8063 | 284 | 302 | LTIE 29| metabolism;ko01100//Metabolic GO:0044444 55633#5787” hydrolas | hypothetical protein
06540 pathways; ko01110//Biosynthesis of GLYMA_18G065400 [Glycine

20x 20




0 secondary max]
metabolites;ko00460//Cyanoamino acid
metabolism;ko00940//Phenylpropanoid
biosynthesis
Glym gi[947043560]gb|KRG93189.1)/4.
a.19G -4.092 2.07E ~ ~ ~ ~ 29 | ko00500//Starch and sucrose ~ ~ ~ 91238e-68/hypothetical protein
00250 2 -10 4 metabolism;ko01100//Metabolic pathways GLYMA_19G002500 [Glycine
0 max]
Glym ko00500//Starch and sucrose 0i[356572000]ref[XP_003554158.
a.19G } } -3.927 0.000 R R R 18 metabolism;ko01110//Biosynthesis of R G0:0016740//transfera G0:0006950//response to stress 1|//0/PREDICTED: probable
01610 7 26 22 secondary metabolites;ko00520//Amino se activity ) P galacturonosyltransferase-like 10
0 sugar and nucleotide sugar metabolism [Glycine max]
Glym K000040//Pentose and glucuronate G0:0030234//enzyme G0:0071555//cell wall gi[955387229]ref[XP_003553884.
a ng 5.101 231E 17 interconversions‘koOOE?OO//Starch and GO0:0030312//extern regulator organization;G0O:0000272//polysacc 2|/0/PREDICTED: probable
0.7840 - - - . 5 ) 07 - 12 SuCrose metaboIiysm'k001100//MetaboIic al encapsulating activity;G0O:0052689//c haride catabolic pectinesterase/pectinesterase
0 athways ’ structure arboxylic ester process;GO:0044092//negative inhibitor 36 isoform X1 [Glycine
P Y hydrolase activity regulation of molecular function max]
i[571559815|ref|XP_003553688.
Glym ko00500//Starch and sucrose y " gil s
196 | 1546 | 0001 ) ) ) ) 22 | metabolism;ko01100/Metabolic GO:0009536//plasti | GO:0070566//ackenylylt | SO:0005962/starch metabolic. ZYOPREDICTED:
22310 48 17 89 pathways; ko00520//Amino sugar and d ransferase activity P o glycog g phosp .
H . metabolic process adenylyltransferase large subunit
0 nucleotide sugar metabolism . :
1-like [Glycine max]
Glym ko00040//Pentose and glucuronate ’ 60:0030234//enzyme GO:0071555//cell wall 0i|356572956|ref[XP_003554631.
) L G0:0030312//extern regulator organization;G0O:0000272//polysacc ; :
a.19G -1.095 0.004 R R R B 20 interconversions;ko00500//Starch and al encapsulatin activity:GO:0052689//c haride catabolic 1)/0/PREDICTED: putative
23130 6 87 28 | sucrose metabolism;ko01100//Metabolic P 9 Y0 . - pectinesterase/pectinesterase
0 structure arboxylic ester process;GO:0044092//negative Do .
pathways - 8 . inhibitor 22 [Glycine max]
hydrolase activity regulation of molecular function
gi[571563934[ref[XP_006605559.
11;gi[356577241|ref|XP_00355673
. : 6.1/0;0/PREDICTED:
f%g 1786 2.00E 21 ko00500//Starch and sucrose G0:0016798//hydrolas Grgégggzgg?gé?gggg%?:;;?g:eO, beta-fructofuranosidase, insoluble
0'2910 : 7 . 05 - - - - 19 metabolism;ko01100//Metabolic - e activity, acting on 300607’3//céllular Jucan metabl)lic | isoenzyme 1-like isoform X2
0 pathways;ko00052//Galactose metabolism glycosyl bonds rocess g [Glycine max];PREDICTED:
p beta-fructofuranosidase, insoluble
isoenzyme 1-like isoform X1
[Glycine max]
ko00500//Starch and sucrose
metabolism;ko01100//Metabolic .
Glym o A - . gil955354334|ref|XP_003540006.
al2e | ) i i i 8473 | 232E | 19 gg;mgg’f};mmo” Biosynthesis of i S;ﬁg;ﬁfﬁgggﬁ'“ G0:0044238//primary metabolic 2J/0/PREDICTED: cyanogenic
33020 86 -05 00 metabolites;ko00460//Cyanoamino acid glycosyl bonds process lr):;iiglucomdase»llke [Glycine
metabolism;ko00940//Phenylpropanoid
biosynthesis
ko00500//Starch and sucrose G0:0004553//hydrolas . .
metabolism;ko01100//Metabolic " . e activity, hydrolyzing g|\947075816|gb\KRH24656.1|.,g||
Glym athways:ko01110//Biosynthesis of G0:0043231//intrac O-glvcosyl 734387515|gh|KHN25278.1/0;0/
a.12G } } R R R 8.432 2.44E 21 Eecondayr ’ Y ellular cor%]youn}ésGO'OOle G0:0044238//primary metabolic hypothetical protein
05380 65 -05 90 Y N . . membrane-bounded P T process GLYMA_12G053800 [Glycine
metabolites;ko00460//Cyanoamino acid 8//hydrolase activity, X "
0 i H organelle : max];Non-cyanogenic
metabolism; ko00940//Phenylpropanoid acting on glycosyl beta-glucosidase [Glycine soja]
biosynthesis bonds 9 4 .
ko00500//Starch and sucrose
Glym metabolism;ko01100//Metabolic
pathways;ko01110//Biosynthesis of G0:0016798//hydrolas " . . gi[734406299|gb|KHN33931.1|/0/
izlglsGo - - - - - 8'202 38%)% ég secondary - e activity, acting on Gg£g:4238//pr|mary metabolic Beta-glucosidase 24 [Glycine
0 metabolites;ko00460//Cyanoamino acid glycosyl bonds P soja]
metabolism; ko00940//Phenylpropanoid
biosynthesis
ko00500//Starch and sucrose
Glym metabolism;ko01100//Metabolic
pathways; ko01110//Biosynthesis of G0:0016798//hydrolas ’ . . gi[734387513|gb|KHN25276.1|/0/
35142(% - - - - - 7'932 58%‘; 1212 secondary - e activity, acting on Gr(;)égg;MZSSl/ primary metabolic Beta-glucosidase 24 [Glycine
0 metabolites; ko00460//Cyanoamino acid glycosyl bonds P soja]
metabolism;ko00940//Phenylpropanoid
biosynthesis

20x 20




’ G0:0030234//enzyme G0:0071555//cell wall
Glym ko00040//Pentose and glucuronate GO:0030312/fextern | o avor organization;GO:0000272//polysacc | gil571436840]ref[XP_006573891.
a.01G ) ) ) 7.958 6.55E 19 interconversions; ko00500//Starch and al encapsulating activity:GO:0052689//c haride catabolic 1/0/PREDICTED:
54030 68 08 2 Sl;(;}:e:ae r;ﬂetabol|sm,k001100//MetaboI|c Zt;ucture,G0.00AM arboxylic ester process;GO:0044092//negative pectinesterase-like [Glycine max]
P Y hydrolase activity regulation of molecular function
ko00500//Starch and sucrose
Glym mi}wabmiST;gﬁwfé{Mm&o"‘c f G0:0016798//hydrol i[734406297|gb|K HN33929.1)/0/
pathways; ko iosynthesis o : ydrolas " . . gi gl .
i21917G0 - - - 7'3;(9) 0'02(2) ég secondary - e activity, acting on grgégg:“%g” primary metabolic Beta-glucosidase 24 [Glycine
0 metabolites;ko00460//Cyanoamino acid glycosyl bonds soja]
metabolism; ko00940//Phenylpropanoid
biosynthesis
G0:0030234//enzyme G0:0071555//cell wall
aG:)%"G‘ 2215 | o000 | 19 :(r:’tg?S;:\féf;g‘ﬁ:iggg%gf};‘;’:gﬁeand G0:0030312//extern | regulator organization;GO:0000272/fpolysacc | gi[356496344|refiXP_003517028.
1'3770 - - - : 13 ! 16 7 suCrose metaboliysm'koolloollMetaboIic al encapsulating activity; GO:0052689//c haride catabolic 1|/0/PREDICTED: pectinesterase
0 pathways ’ structure arboxylic ester process;GO:0044092//negative 2-like [Glycine max]
hydrolase activity regulation of molecular function
ko00500//Starch and sucrose
bolism;ko01100//Metabolic .
Glym metabolism; A ‘ . 0i|356544535|ref[XP_003540705.
212G 7471 | 0000 | 10 | Pathwaysiko01110/Biosynthesis of GO:0016798//hydrolas | y.0044938//primary metabolic 1J/0/PREDICTED: cyanogenic
05410 ) ) ) 14 17 43 | secondary . . ° e activity, acting on rocess beta-glucosidase-like [Glycine
metabolites;ko00460//Cyanoamino acid glycosyl bonds P g Y
0 . " max]
metabolism;ko00940//Phenylpropanoid
biosynthesis
G0:0030234//enzyme G0:0071555//cell wall
;52)3’3”(‘; 2147 | o000 | 1 m?g;:\g f;*gﬁ:izgg%gf/‘gt‘;?;ean ’ G0:0030312//extern | regulator organization;GO:0000272//polysacc | gi[571444145]ref[XP_006576427.
0'2940 - - - ! 73 : 18 85 SuCrose metaboIfsm'koOllOO//MetaboIic al encapsulating activity;GO:0052689//c haride catabolic 1|//0/PREDICTED: pectinesterase
0 pathways ' structure arboxylic ester process;G0:0044092//negative 2-like [Glycine max]
hydrolase activity regulation of molecular function
G0:0030234//enzyme G0:0071555//cell wall
;5'13’9”(‘3 500 | 1495 | 1465 | 1oae ses3 | 0000 | 20 r;g?f;:\fﬁ:{gﬁ:iigggggf/‘;‘;?gﬁea o G0:0030312//extern | regulator organization;GO:0000272//polysacc | gi571559513|ref[XP_003553658.
2.1260 : 5 : 08 : 5 . 06 ! 83 : 38 56 sucrose metaboli’sm'koolloollMetabolic al encapsulating activity;_GO:OOSZGBQ//c haride catabolic . 2|/0/_PREDICTI—;D: _
0 pathways ’ structure arboxylic ester process;G0:0044092//negative pectinesterase-like [Glycine max]
hydrolase activity regulation of molecular function
i[947055989]gb|KRH05442.1[;gi|
Glym 571538935|ref|XP_003549347.2|/
ko00500//Starch and sucrose G0:0016798//hydrolas " : . 0;0/hypothetical protein
22177;3 2'182 °'°g§ ; 522; o.ogg gg metabolism; ko01100/Metabolic . ¢ activity, acting on Srgégg:4238// primary metabolic GLYMA_17G227900 [Glycine
0 pathways;ko00052//Galactose metabolism glycosyl bonds max];PREDICTED: fructan
6-exohydrolase-like [Glycine
max]
gi[571563869]ref[XP_006605545.
1;gi[356577161|ref|XP_00355669
6.1//0;0/PREDICTED: alpha-1,4
glucan phosphorylase L-2
Glym G0:0043168//anion G0:0044238//primary metabolic isozyme,
a.20G 5.108 9.60E 35 . Ay process;GO:0006950//response to chloroplastic/amyloplastic-like
02670 ) ) ) 43 -06 57 | k000500/Starch and sucrose metabolism ° Elndlr:\g,GIO.OOOA}GASI 1 stress; 0:0009628//response to isoform X2 [Glycine
0 osphorylase activity abiotic stimulus max];PREDICTED: alpha-1,4
glucan phosphorylase L-2
isozyme,
chloroplastic/amyloplastic-like
isoform X1 [Glycine max]
0i|955380139|ref[XP_014625413.
: ) 11;gi|947053485|gh|KRH02938. 1|/
Glym ;3'8.2343231// intrac 0;0/PREDICTED: probable
a.17G 4.337 5.92E 34 . G0:0005991//trehalose metabolic alpha,alpha-trehalose-phosphate
06780 - - - 57 05 85 ko00500//Starch and sucrose metabolism z:gw:;algzlg.%%iﬂ - process synthase [UDP-forming] 11
0 " e [Glycine max];hypothetical
protein GLYMA_17G067800
[Glycine max]
Glym 1,859 4.37E 4.296 101E 18 ko00040//Pentose and glucuronate G0:0005618//cell G0:0030234//enzyme GO0:0071555//cell wall gi[955374748|ref[XP_006599763.
a.16G . 2 i 13 - i 2 : 06 90 interconversions; ko00500//Starch and wall;GO:0005576//e regulator organization;G0O:0051707//response 2|/0/PREDICTED:
01410 sucrose metabolism;ko01100//Metabolic xtracellular activity;GO:0052689//c to other pectinesterase-like [Glycine max]

20x 20




0 pathways region;G0O:0016020/ arboxylic ester organism;G0:0000272//polysacchar
/membrane;GO:004 hydrolase activity ide catabolic
4424 process;GO:0044092//negative
regulation of molecular function
f'lyz’g 2266 | 0000 a0 | oo | 17 _ 60:0019203//carbohyd f&ggg%grf]/e’[pahb‘flfcha‘e'“’”‘a'"'"9 gil734371039]gb|KHN 19585 1/(0/
08830 - 1 3 - - 87 13 63 ko00500//Starch and sucrose metabolism - rate phosphatase process;GO:0005991 /ftrehalose Treha_lose—p_hosphate phosphatase
0 activity metabolic [Glycine soja]
process
Glym ko00500//Starch and sucrose G0:0043231//intrac G0:0016854//racemase 0i947047820|gb|KRG97348.1/0/
a.18G 3.655 1.44E 13 metabolism;ko01100//Metabolic ellular and epimerase G0:0044238//primary metabolic hypothetical protein
00220 ) ° ° ° ° 48 -05 20 | pathways;ko00520//Amino sugar and membrane-bounded activity;GO:0048037//c process GLYMA_18G002200 [Glycine
0 nucleotide sugar metabolism organelle ofactor binding max]
Glym G0:0006950//response to ] .
201G 3472 | 0000 | 20 | ko00500//Starch and sucrose GO:0009532//plasti | GO:0016160//amylase | Siress:60:0005976//polysaccharide | - gil571436239|ref|XP_006573703.
20340 ) ° ° ° ° 36 56 41 | metabolism;ko01100//Metabolic pathways d stroma activity metabolic IJO/PREDICTED: beta-amylase
0 ! process; GO:0000023//maltose 3, chloroplastic [Glycine max]
metabolic process
Glym ko00500//Starch and sucrose l . gi[734418875|gb|KHN39792.1/0/
allG 3399 | 5.88E | 24 | metabolism;ko01100/Metabolic GO:0009536//plasti | GO:0070566//adenylyly | CO-0005982//starch ',T/‘e}ab""c Glucose-1-phosphate
11660 . ° ° ° ° 44 -05 07 | pathways;ko00520//Amino sugar and d ransferase activity process;G0:0005977//glycogen adenylyltransferase large subunit
0 nucleotide sugar metabolism metabolic pracess 1 [Glycine soja]
9 y Jl
Glym ko00500//Starch and sucrose G0:0043231//intrac G0:0016854//racemase 0i[571470896|ref[XP_003532740.
2.08G 2.087 6.96E 3.276 3.49E 23 metabolism;ko01100//Metabolic ellular and epimerase G0:0044238//primary metabolic 2|/0/PREDICTED:
10910 ) ° ° 16 -08 83 -09 43 pathways; ko00520//Amino sugar and membrane-bounded activity;G0O:0048037//c process UDP-glucuronate 4-epimerase
0 nucleotide sugar metabolism organelle ofactor binding 6-like [Glycine max]
gi[571462885[ref[XP_006582414.
11;9i|947107964|gb|KRH56347.1)/
Glym " G0:0006796//phosphate-containing 0;0/PREDICTED:
2.06G ) R R R R 3.210 4.15E 22 K000500//Starch and sucrose metabolism R S{g.g%g;ﬁ:{;gzrbohyd compound metabolic trehalose»phqsphate phosphatase
31840 01 -05 52 activity process;G0:0005991//trehalose A-like [Glycine
0 metabolic process max];hypothetical protein
GLYMA_06G318400 [Glycine
max]
Glym ko00500//Starch and sucrose gi[356550372|ref[XP_003543561.
a.13G -3.590 2.72E 3.056 0.000 16 metabolism;ko01110//Biosynthesis of G0:0016740//transfera " 1)/0/PREDICTED: probable
06790 ) 6 05 | ° 66 28 51 | secondary metabolites;ko00520//Amino ° se activity GO:0006950//response to sress galacturonosyltransferase-like 10
0 sugar and nucleotide sugar metabolism [Glycine max]
ko00500//Starch and sucrose
Glym metabolism;koouoo/{Metaboli_c .
2.08G 3.026 0.000 13 pathways; ko01110//Biosynthesis of GO.(_)0_04553//hydn_JIas GO:0005975//carbohydrate gl\955335734|ref|>.<P__914_634459.
15040 - - - - - 77 62 2 seconda_ry . . - e activity, hydrolyzing metabolic process 1|l0/PREDICTE_D. vicianin
0 metabolites;ko00460//Cyanoamino acid 0O-glycosyl compounds hydrolase [Glycine max]
metabolism;ko00940//Phenylpropanoid
biosynthesis
i[947104706|gb|KRH53089.1[;gi|
947104707|gb|KRH53090.11;gi[35
6518491ref|XP_003527912.1|;gil
571459884]ref|XP_006581545.1)/
0;0;0;0/hypothetical protein
Glym 60:0019203//carbohyd G0:0006796//phosphate-containing GLYMA_06G104800 [Glycine
2.06G -1.135 0.003 2.918 0.000 21 . . compound metabolic max];hypothetical protein
10480 1 92 . . . . 27 59 | 51 | Ko00500//Starchand sucrose metabolism . ratt‘:' P{“’S"ha‘ase process;GO:0005991//trehalose GLYMA _06G104800 [Glycine
0 activity metabolic process max];PREDICTED: probable
trehalose-phosphate phosphatase J
isoform X2 [Glycine
max];PREDICTED: probable
trehalose-phosphate phosphatase J
isoform X1 [Glycine max]
gi|947112523|gb|KRH60825. 1];gi|
Glym ko00500//Starch and sucrose ’ . 734405977|gb|KHN33746.1|/0;0/
a0iG | ) ) ) ) 2885 | 0002 | 21 | metabolism;ko01100/Metabolic GO:0009536//plasti | GO:0070866//adenylylt grgcgggf;ggz‘)’fé;g%‘/‘g};ggggn hypothetical protein
01190 59 1 97 pathways; ko00520//Amino sugar and d ransferase activity metaboiic ;ocess GLYMA_04G011900 [Glycine
0 nucleotide sugar metabolism P max];Glucose-1-phosphate

adenylyltransferase large subunit

20x 20




1 [Glycine soja]

(G0:0005984//disaccharide

0i[356530467|ref[XP_003533802.
1),0i[947088892|gb|KRH37557.1];
0i|947088893|gb|KRH37558.1/0;

Glym ’ g N 0;0/PREDICTED: sucrose
2.09G 2.708 9.43E 36 ko00500//Starch and sucrose G0:0085251//UDP-glu metabo!lc " L synthase [Glycine
07360 ) ° ° ° ° 81 -06 72 | metabolism;ko01100//Metabolic pathways - g(c)tsiy\l/littransferase E:;Z?TS]S’;Shooﬁﬁgglli/:%":mgzﬁh max];hypothetical protein
0 Y arasi[’i’sm 9 9 GLYMA 09G073600 [Glycine
P max];hypothetical protein
GLYMA_09G073600 [Glycine
max]
ko00500//Starch and sucrose
metabolism;ko01100//Metabolic .
Glym iy A : . gil947115574|gb|KRH63876.1)/3.
a04G | 3139 | 0000 | 3223 | 0000 | 3014 | 171E | 2611 | 0001 | 11 Es;z‘r’]vsgrs);kwmo” Biosynthesis of i S;Sg&ygg{:g%’nm“ GO:0044238//primary metabolic 01797e-58/hypothetical protein
30160 64 38 01 34 98 -06 23 21 84 metabolites;ko00460//Cyanoamino acid glycosyl bonds process ﬁ;gMAﬁMGZOlGOO [Glycine
metabolism;ko00940//Phenylpropanoid
biosynthesis
Glym ko00500//Starch and sucrose G0:0031224//intrins 0i[571433624]ref[XP_006572955.
a.01G -1.294 0.003 -2.291 0.001 R R 2.597 0.000 39 metabolism;ko01100//Metabolic ic cbm onent of G0:0016759//cellulose G0:0030243//cellulose metabolic 1|//0/PREDICTED: cellulose
01400 4 29 6 02 94 11 67 pathways;ko00520//Amino sugar and m embr[; ne synthase activity process;G0:0009856//pollination synthase-like protein D2 [Glycine
0 nucleotide sugar metabolism max]
ko00500//Starch and sucrose gi[955340041|ref[XP_003533205.
metabolism;ko01100//Metabolic " 3|;0i|947088349|gh|KRH37014.1|/
Sy sats | ooos | 3 | PatheyskoOL110/Biosynthesis of 60:0005618//cell 00016798/ hydrolas | SC:0003006/ developmental 0:0/PREDICTED:
05860 - - - - - i 06 : 0 03 secondary wall;GO:0005576//e e activity, acting on Ee roduction:GO:0044238//primar beta-D-xylosidase 1-like [Glycine
0 metabolites;ko00460//Cyanoamino acid xtracellular region glycosyl bonds mSt abolic ri) c esé p Y max];hypothetical protein
metabolism; ko00940//Phenylpropanoid P GLYMA_09G038600 [Glycine
biosynthesis max]
Glym .
2.09G 2398 | 374E | 22 | Ko00500//Starch and sucrose GO:0016160//amylase | GO:0005976//polysaccharide gil356531040|ref|XP_003534086.
16830 | ~ - - - - 35 205 | 21 | metabolism;ko01100/Metabolic pathways | ~ activity metabolic process 1)/0/PREDICTED: beta-amylase
0 ! 1, chloroplastic [Glycine max]
ko00500//Starch and sucrose ’
metabolism;ko01100//Metabolic Go:0005onLlcellc gil356552866|ref|XP_003544783.
thways;ko01110//Biosynthesis of o 11;0i1947067550]gb|KRH16693.1//
Glym pa junction;G0:000557
secondary G0:0016798//hydrolas ’ " . 0;0/PREDICTED: probable
214G - - - 1.461 5.288 2.393 9.418 27 metabolites;ko00460//Cyanoamino acid i e_xtr_acell_ular e activity, acting on 60:0044238//primary metabolic beta-D-xylosidase 7 [Glycine
17090 13 -05 6 -09 39 . . region;GO:0005618/ process . N H
0 metabolism;ko00520//Amino sugar and Jeell glycosyl bonds max];hypothetical protein
nucleotide sugar GLYMA_14G170900 [Glycine
metabolism;k%00940//Phenylpropanoid ‘{;2::86010009536” P max] - fe
biosynthesis
Glym ko00500//Starch and sucrose 0i[356562321|ref[XP_003549420.
a.l7G ; R R R R 2.367 0.000 22 metabolism;ko01110//Biosynthesis of R G0:0016740//transfera R 1|/0/PREDICTED: probable
24790 96 4 61 secondary metabolites;ko00520//Amino se activity galacturonosyltransferase-like 1
0 sugar and nucleotide sugar metabolism [Glycine max]
Glym G0:0016798//hydrolas 0i1947062578|gb]KRH11839. 1]/0/
a.15G 2.338 0.000 33 k000500_//SFarch and sucrose . e activity, acting on G0:0044238//primary metabolic hypothetical protein
- - - - - metabolism;ko01100//Metabolic - .
13370 48 27 65 pathways;ko00052//Galactose metabolism glycosyl process GLYMA_15G133700 [Glycine
0 ’ bonds;G0:0005488 max]
Glym GO:0030247//polysacc | = .0006073//cellular glucan 9if356555668ref{XP_003546152.
a.15G 2.336 5.71E 40 ko00500//Starch and sucrose haride metabolic LY/O/PREDICTED: starch
10800 ) ° ° ° ° 6 07 85 | metabolism;ko01100//Metabolic pathways - :)mdmg;GO:0046527//g process;GO:0008152//metabolic synthase 3, o
0 ucosyltransferase process chloroplastic/amyloplastic-like
activity isoform X3 [Glycine max]
0i[356499376|ref[XP_003518517.
Glym ko00500//Starch and sucrose illg\;‘(? g?sg%g’%?gﬁp—?;gg&m
a.02G R ~ ~ ~ ~ 2.280 0.003 21 metabolism;ko01110//Biosynthesis of ~ G0:0016740//transfera ~ élacfuronos Itransfer-age 15
28760 77 44 | 35 | secondary metabolites;ko00520/Amino se activity g yltran
. . isoform X1 [Glycine
0 sugar and nucleotide sugar metabolism

max];PREDICTED: probable
galacturonosyltransferase 15

20x 20




isoform X2 [Glycine max]
0i[947109026]gb|KRH57352.1];gi]
947109027|gb|KRH57353.1;gi[35
G0:0005984//disaccharide 6514218]ref|XP_003525803.1|/0;
G0:0005618//cell Ny o= "

Glym o~ . metabolic 0;0/hypothetical protein

a056 | ) 2245 | 503E | 26 ';?(ggggﬂg /! :f-i;cohﬁno% ;‘,{z;f;gonc ‘r’\‘ﬁa'\'c'gﬁ'lg?“szn” " | GO:0004558//alpha-1,4 | process;GO:0051707//response to GLYMA_05G056300 [Glycine

05630 95 -05 56 athwa s’kéOOOSZ//GaIactose metabolism membrane-bounded -glucosidase activity other organism;G0:0048364//root max];hypothetical protein

0 pathways; ol development;GO:0009739//response | GLYMA_05G056300 [Glycine

g to gibberellin max];PREDICTED: acid
beta-fructofuranosidase [Glycine
max]

G0:0030234//enzyme G0:0071555//cell wall
aG:)yg"‘G woas | 000 | 17 m‘;ﬁ’fg‘f\fﬁ;g‘ﬁ:igggs%gf,‘gt‘;':gﬁeand GO:0030312//extern | regulator organization;GO:0000272//polysacc | gil734344035]gb|KHN10379.1)/0/
. - - i ! A . al encapsulating activity; GO:0052689//c haride catabolic Pectinesterase/pectinesterase
07710 18 39 90 sucrose metabolism;ko01100//Metabolic boxyli -G0O:0044092// . inhibitor PPESB [Glvci .
0 pathways structure arboxylic ester process; GO: negative inhibitor [Glycine soja]
hydrolase activity regulation of molecular function
- ) - 0i[947063355|gb|KRH12616.1[;gi|

Glym GO:0035251/UDP-glu ?ngﬁfﬁ?fs“” disaccharide 571519746|ref[XP_006597891.1)/

a.15G 2.234 0.001 30 ko00500//Starch and sucrose y - A . 0;0/hypothetical protein

18260 | ° . 71 85 | 02 | metabolism;ko01100/Metabolic pathways | cosyltransferase process; G0:0044403//symbiosis, GLYMA_15G182600 [Glycine

activity encompassing mutualism through R N
0 arasitism max];PREDICTED: sucrose
P synthase-like [Glycine max]
Glym l G0:0006796//phosphate-containing gi[571450244]ref[XP_006578369.
G0:0019203//carbohyd : -

a.04G 2.226 0.009 19 . compound metabolic 1)/0/PREDICTED:

11970 ) ) 26 54 g3 | k000500//Starch and sucrose metabolism B ;act'?v;?hosphatase process;GO:0005991//trehalose trehalose-phosphate phosphatase

0 ty metabolic process A isoform X2 [Glycine max]

Glym Ko00040//Pentose and glucuronate 50.0030312//extern 22;?;?)?234” enzyme fgﬁ?jjjj’gg"{)gg&z olysace | 9553264LrefXp_003527536.

2.06G -1.208 6.28E 2.178 0.006 20 interconversions;ko00500//Starch and al eﬁcapsulating activity;GO:0052689//c haride catabélic . 3|/0/PREDICTED: probable

31420 4 -08 88 52 67 sm;igals; r;]etabol|sm;k001100//MelaboI|c structure arboxylic ester process;GO:0044092//negative :J:r(]:itl;?te;rtir;is[sé;:eg};r;e:z;a}se

P Y hydrolase activity regulation of molecular function Y

Glym ko00500//Starch and sucrose " . i[734387621|gb|KHN25384.1/0/

alG | ) 2150 | 0002 | 25 | metabolism;ko01100/Metabolic GO:0009536//plasti | GO:0070566//adenylylt Grco’égggZgg,zégggg‘7;‘/‘e}a?§"gn Glucose-1-phosphate

04240 5 19 21 pathways; ko00520//Amino sugar and d ransferase activity Enetaboiic ;ocess glycog adenylyltransferase large subunit

0 nucleotide sugar metabolism P 1 [Glycine soja]

Glym Ko00040//Pentose and glucuronate 50:0030312extern golifl);ﬁ?z34//enzyme Sroag?Zalltfolalf/(/aCOe”(JgSgZ?Z// siveace | 0il386516053(ref[XP_003526711,

2.06G 2147 | 2526 | 23 | interconversions;ko00500//Starch and ; : guiator 9 a0 poly: 1)/0/PREDICTED: probable

- - A : al encapsulating activity; GO:0052689//c haride catabolic N .
12850 33 -05 78 sucrose metabolism;ko01100//Metabolic li -GO:0044092 . pectinesterase/pectinesterase
0 pathways structure arboxylic ester process_,G0.00 09 //negatl\{e inhibitor 34 [Glycine max]
hydrolase activity regulation of molecular function
G0:0003002//regionalization;GO:00

Glym Ko00500//Starch and sucrose e 0006950/ ponse | Gi356519066]re(XP_003528195.

2.06G ; ; 2.103 0.007 19 metabolism;ko01110//Biosynthesis of R G0:0016740//transfera to stress‘GO'Y004f.5827// hyllome 1)/0/PREDICTED: probable

03460 68 83 09 secondary metabolites;ko00520//Amino se activity developr’nent-' GO'OOOOEO%I/ Ireproduc galacturonosyltransferase-like 1

0 sugar and nucleotide sugar metabolism ion; G0:0010413//glucuronoxylan [Glycine max]

metabolic process

Glym ko00500//Starch and sucrose G0:0031224//intrins 0i[356497399]ref[XP_003517548.

a.01G } } 2.095 0.003 39 metabolism;ko01100//Metabolic ic ci)m onent of G0:0016759//cellulose G0:0030243//cellulose metabolic 1|/0/PREDICTED: cellulose

23250 02 81 49 pathways; ko00520//Amino sugar and membrl;ne synthase activity process synthase-like protein D2 [Glycine

0 nucleotide sugar metabolism max]

Glym ko00040//Pentose and glucuronate " .

a09G | ) 2090 | 0002 | 21 | interconversions;ko00500//Starch and ) ©O0004SSINYIOIES | G0:0044238/fprimary metabolic ?;,‘S?F?QZ(S‘.“S#'EEX-";3355?792'

07150 74 12 | 10 | sucrose metabolism;ko01100/Metabolic ol v, | yaroly. g process pth : %I .

0 pathways -glycosyl compounds polygalacturonase [Glycine max]
gi[734390440|gb|KHN26728.1];gi|
356525896|ref{XP_003531557.1|/

Glym ko00500//Starch and sucrose ’ N "~ U= o .

a08G | ) 2081 | 0001 | 28 | metabolism;ko01100//Metabolic GO:0031012//extrac S§33545E3{1’:‘0y|d;?r'fs G0:0000272//polysaccharide 29% Beta: ;‘Izgi"ffg’f'g:; L-arabi

18090 41 09 07 pathways;ko00520//Amino sugar and ellular matrix Ol cu)s/, I)clom );ungs catabolic process s0ja];PREDICTED: Y

0 nucleotide sugar metabolism glycosy p Jals - : .
beta-xylosidase/alpha-L-arabinofu
ranosidase 1 [Glycine max]
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Glym ko00500//Starch and sucrose GO:(_JO_].G?BS{/hydrulas . . .
2.09G } } R R 2.067 0.007 33 metabolism:ko01100//Metabolic R e activity, acting on G0:0044238//primary metabolic i[734428229|gb|KHN44656.1|/0/
82800 65 18 12 pathways;ko00052//Galactose metabolism g:)yr::doss;éIO:OOOSABB process Alpha-glucosidase [Glycine soja]
ko00500//Starch and sucrose gi[947045227|gb|KRG94856.1];gi|
Glym meLaboIisn;;koOll(/)/O//Metal;olic ’ P 571/?]5630hl|reﬂ>|(P7006604248.1|/
pathways;ko01110//Biosynthesis of G0:0016798//hydrolas " . . 0;0/hypothetical protein
if;é(;) - - - - 2.02% O'Ogg gi secondary - e activity, acting on Gr(;)é(;g:4238//pr|mary metabolic GLYMA_19G113600 [Glycine
0 metabolites;ko00460//Cyanoamino acid glycosyl bonds P max];PREDICTED:
metabolism; ko00940//Phenylpropanoid beta-glucosidase BoGH3B-like
biosynthesis [Glycine max]
ko00500//Starch and sucrose 0i[947062724|gb|KRH11985.1];gi|
Glym metabolism;ko01100//Metabolic G0:0003006//developmental 356556038|ref{XP_003546334.1|/
215G 1175 4.93E 2038 0.001 2% pathways;ko01110//Biosynthesis of G0:0005618//cell GO:(_JO_lG?%/_/hydrolas proéess involved in 0;0/hypothetical protein _
1'4370 ) 6 '-06 - - ! 65 ! 15 m secondary wall;GO:0005576//e e activity, acting on reproduction; GO:0044238//primary GLYMA_15G143700 [Glycine
0 metabolites;ko00460//Cyanoamino acid xtracellular region glycosyl bonds metabolic r(’)cesé max];PREDICTED:
metabolism;ko00940//Phenylpropanoid P beta-D-xylosidase 1 [Glycine
biosynthesis max]
Glym i1351726594|ref|NP_001236364
a.15G 1.971 0.005 20 ko00500//Starch and sucrose G0:0016160//amylase G0:0005976//polysaccharide g|/0/inactive beta-amylase-like .
09810 . . B B 6 19 35 | metabolism;ko01100//Metabolic pathways B activity metabolic process . -amylase-
0 [Glycine max]
Glym ko00040//Pentose and glucuronate " .
a.07G ) ) R R 1.937 0.001 21 interconversions; ko00500//Starch and R S;Ss%si%%}dlg?gs G0:0044238//primary metabolic gll )g?géétgrg.lgégxt,fgs:;?%a
86690 25 84 25 ;L:t:rr]a?aey?etaboIlsm,k001100l/MetaboI|c O-glycosyl compounds process polygalacturonase [Glycine max]
ko00500//Starch and sucrose
Glym metabolism;001100//Metabolic } 0i[571556289|ref|XP_006604246.
aldG | ) . . 1872 | 0005 | 21 E:;Zﬁ’gg’f};k"omm/ Biosynthesis of i S;Sgﬁygf{{:gi’n"'“ G0:0044238//primary metabolic 1/0/PREDICTED:
31350 9 66 9% metabolites;ko00460//Cyanoamino acid glycosyl bonds process Féﬁa"cgiw:ﬁ;i?se BOGH3B-like
metabolism;ko00940//Phenylpropanoid 4
biosynthesis
Glym gi[356512165[ref[XP_003524791.
a05G | ) ) ) 1833 | (o0 | 36 | ko00S00/Starch and sucrose ) GO:0046527//glucosylt | GO:0006073//cellular glucan LWOIPREDICTED: probable
12780 83 : 36 metabolism;ko01100//Metabolic pathways ransferase activity metabolic process ynin ! .
5 chlorqplastlc/amylopIastlc
[Glycine max]
Glym ] - 0i[356526892|ref[XP_003532050.
a08G | ) ) ) 1789 | 157 | 33 | ko00500//Starch and sucrose ) ggd?:;%sgzéggﬁ&f/’; G0:0044238/Iprimary metabolic 1J/0/PREDICTED: aipha-amylase
29680 94 -06 46 metabolism;ko01100//Metabolic pathways mylase ’activ.it process 3, chloroplastic isoform X1
0 Y Y [Glycine max]
G0:0005911//cell-c
ell
: A G0:0030234//enzyme G0:0071555//cell wall
v | oup | o | OEmmemtgiarae || oS00SS | ot GOV | aEsRNe CoTnz
01400 ) ) ° ° 83 43 23 | sucrose metabolism;ko01100//Metabolic 30312//external activity,G0:0052689//c haride catabolic . LJ/0/PREDICTED: pectinesterase
0 pathways encapsulating arboxylic ester process_;GO:0044092//negat|\(e 3 [Glycine max]
structure; GO-00444 hydrolase activity regulation of molecular function
37
Glym ko00500//Starch and sucrose G0:0043231//intrac G0:0016854//racemase 0i[356540097|ref[XP_003538527.
a.l1G 1.751 0.000 24 metabolism;ko01100//Metabolic ellular and epimerase G0:0044238//primary metabolic 1|/0/PREDICTED:
25490 ) ) ° ° 78 3 70 | pathways;ko00520//Amino sugar and membrane-bounded activity;GO:0048037//c process UDP-glucuronate 4-epimerase
0 nucleotide sugar metabolism organelle ofactor binding 6-like [Glycine max]
Glym K
al3G | ) 4737 | 0000 1747 | 0003 | 20 | Kko00500//Starch and sucrose ) GO:0016160//amylase | GO:0005976//polysaccharide g;)gffggfg;gfﬁ?ﬁzg15‘
31500 1 33 53 67 55 metabolism;ko01100//Metabolic pathways activity metabolic process beta-amylase 9 [Glycine max]
9il571525292]ref|XP_003548644.
Glym ko00040//Pentose and glucuronate G0:0004553//hydrolas 2|;0i[571525296|ref|XP_00659894
a.16G } } R R 1.694 0.002 32 interconversions; ko00500//Starch and R e ac-tivity h dro); 7in G0:0044238//primary metabolic 1.1}/0;0/PREDICTED: probable
03300 14 32 41 sucrose metabolism;ko01100//Metabolic Ol cos’ Igom )éungs process polygalacturonase isoform X1
0 pathways glycosyl comp [Glycine max];PREDICTED:
probable polygalacturonase
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isoform X2 [Glycine max]
(G0:0048037//cofactor
Glym ko00500//Starch and sucrose binding;GO:0016857//r gi[356500703|ref[XP_003519171.
2.02G 1.645 0.002 26 metabolism;ko01100//Metabolic acemase and epimerase G0:0044238//primary metabolic 1|/0/PREDICTED:
20800 38 33 96 pathways; ko00520//Amino sugar and B activity, acting on process UDP-glucuronate 4-epimerase
0 nucleotide sugar metabolism carbohydrates and 1-like [Glycine max]
derivatives
0i[356512447|ref[XP_003524930.
Glym ko00500//Starch and sucrose G0:0043231//intrac GO0:0016854//racemase él(%';%ééllocgfggblKR H58853.1Y
a.05G 1.572 0.007 18 metabolism;ko01100//Metabolic ellular and epimerase G0:0044238//primary metabolic UIDP- Iucuronate'A-e imerase
15230 44 24 79 pathways; ko00520//Amino sugar and membrane-bounded activity;G0O:0048037//c process g h .p .
0 nucleotide sugar metabolism organelle ofactor binding 6>I|k? [Glycine max]:hypothetical
protein GLYMA_05G152300
[Glycine max]
i[947112837|gb|KRH61139.1];gi|
734431667|gh|KHN45868.1];gi[94
7112838|gb|KRH61140.1|;gi[5714
48915|ref|XP_006577992.1//0;0;0
;0/hypothetical protein
GLYMA_04G030300 [Glycine
Glym ko00500//Starch and sucrose " . max];Glucose-1-phosphate
a.04G 1.476 0.000 29 metabolism;ko01100//Metabolic G0:0009536//plasti G0:0070566//adenylylt G,Séggg56908-2(;{]%;?7']77/&}&?3'Iecn adenylyltransferase large subunit,
03030 44 46 55 pathways; ko00520//Amino sugar and d ransferase activity P o glycog chloroplastic/amyloplastic
: B metabolic process " e -
0 nucleotide sugar metabolism [Glycine soja] ;hypothetical
protein GLYMA_04G030300
[Glycine max];PREDICTED:
glucose-1-phosphate
adenylyltransferase large subunit,
chloroplastic/amyloplastic-like
isoform X2 [Glycine max]
ko00053//Ascorbate and aldarate ] .
metabolism;ko00040//Pentose and G0:0043231/fintrac fc?aggégﬁéﬁ/y/ °:éfl‘;’ged
Glym glucuronate ellular ! G0:0009226//nucleoctide-sugar .
a.18G 1.462 0.009 18 | interconversions;ko00500//Starch and membrane-bounded SEJEZCSA%HD?EZ%? biosynthetic EL’J'ggAsliigglgb[‘;:: Z‘rloaz]tsﬂ/w
26510 92 46 46 sucrose metabolism;ko01100//Metabolic organelle;G0O:00444 as ! process;GO:0009664//plant-type [Gl ci% e soja] yerog
0 pathways;ko01110//Biosynthesis of 44;G0:0005576//ext accentor:GO:0000166// cell wall organization 4 d
secondary metabolites;ko00520//Amino racellular region nuclgoti&e bi-n ding
sugar and nucleotide sugar metabolism
(G0:0048037//cofactor
Glym ko00500//Starch and sucrose binding;G0:0016857//r gi[356562525|ref[XP_003549520.
a.l7G 1.375 0.001 26 metabolism;ko01100//Metabolic B acemase and epimerase G0:0044238//primary metabolic 1|/0/PREDICTED:
06960 86 37 21 pathways; ko00520//Amino sugar and activity, acting on process UDP-glucuronate 4-epimerase 1
0 nucleotide sugar metabolism carbohydrates and [Glycine max]
derivatives
Glym ko00500//Starch and sucrose 0i[356498063|ref[XP_003517873.
a.01G 1.312 0.003 22 metabolism;ko01110//Biosynthesis of G0:0016740//transfera 1|/0/PREDICTED: probable
03790 05 17 01 secondary metabolites;ko00520//Amino ° se activity ° galacturonosyltransferase-like 9
0 sugar and nucleotide sugar metabolism [Glycine max]
G0:0030234//enzyme G0:0071555//cell wall 0i[955364443|ref[XP_014622596.
Glym !(000040/ lPe'mos.e and glucuronate GO0:0030312//extern regulator organization;GO:0000272//polysacc 1|//0/PREDICTED: probable
a.14G 1.259 0.000 23 interconversions; ko00500//Starch and . A - > ) .
15060 84 81 87 sucrose metabolism:ko01100//Metabolic al encapsulating act|VIty,_G0.0052689//c haride catabolic . pec_tnjesteras_e/pectlnesterase .
0 pathways ’ structure arboxylic ester process;GO:0044092//negative inhibitor 61 isoform X1 [Glycine
hydrolase activity regulation of molecular function max]
Glym G0:0009059//macromolecule 0i]947105123)gb|KRH53506.1)/0/
a.06G 1.145 0.010 20 ko00500//Starch and sucrose G0:0009532//plasti G0:0046527//glucosylt biosynthetic hypothetical protein
12940 75 4 48 metabolism;ko01100//Metabolic pathways d stroma ransferase activity process; GO:0006073//cellular GLYMA_06G129400, partial
0 glucan metabolic process [Glycine max]
Glym G0:0005911//cell-c i[947071288]gb|KRH20179.1];gi|
213G 1095 | 0001 | 41 | ko00500//Starch and sucrose e~ GO:008525L/UDP-glu- | - 5, 0005985//sucrose metabolic 356548520[rf|XP_003542649. 1/
16160 13 25 | 00 | metabolism;ko01100//Metabolic pathways | 1Unction;GO:004444 | - cosyltransferase process 0:0/hypathetical protein
0 ! 4,G0:0016020//me activity GLYMA_13G161600 [Glycine
mbrane max];PREDICTED: probable
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sucrose-phosphate synthase
[Glycine max]
Glym ko00500//Starch and sucrose GO:0031224//intrins 0i[356538575|ref[XP_003537778.
a.11G R R 1.012 0.010 40 metabolism;ko01100//Metabolic ic ci)m onent of G0:0016759//cellulose G0:0030243//cellulose metabolic 1|/0/PREDICTED: cellulose
01040 37 38 01 pathways; ko00520//Amino sugar and membrz\ne synthase activity process synthase-like protein D2 [Glycine
0 nucleotide sugar metabolism max]
Glym ko00040//Pentose and glucuronate ’ . . .
218G ) ) -1072 | 0003 | 17 | interconversions;ko00500//Starch and Go:003031alextern | GO0092689Ncarboxyll | o:0071555cell well g;)g];gé‘g@¥égxngﬁgggifazsge
26250 7 86 45 sucrose metabolism;ko01100//Metabolic P 9 ster fy organization;G0:0010393 31like [Glyei P
0 pathways structure activity -like [Glycine max]
ko00051//Fructose and mannose ’
Glym metabolism;ko00500//Starch and sucrose GO:0016772//ransfera ; . gil571441318|ref|XP_003518306.
a.02G -1.073 0.003 16 P . se activity, transferring G0:0032958//inositol phosphate e
29660 - - 9 0 88 metabolism;ko01100//Metabolic - hosphorus-containin biosynthetic process 2|/0/PREDICTED: inositol
0 pathways;ko00520//Amino sugar and Pr ou DS 9 Y P 3-kinase-like [Glycine max]
nucleotide sugar metabolism group
KoooS0OfIStarch and sucrose GO:0005618//cell GO:0071704/forganic substance
Glym pathways:ko01110//Biosynthesis of wall:GO:0043231/A | 5y 0016708 hydrolas | MetaROlic ) gil734370810/gb|KHN19426 1/10/
126 - - -1.075 0.005 19 secondary ntracellular e activity, acting on process;GO:0044238//primary Beta-glucosidase 13 [Glycine
54000 44 4a metabolites; ko00460//Cyanoamino acid membl'lalnzlzoo%%%estg glycosyl bonds metal::)llc prolcelss;GIO :?10.0 0904//cell soja]
metabolism; ko00940//Phenylpropanoid organe e, SO:000. morphogenesis invoived in
biosynthesisl 11//cell-cell junction differentiation
Glym ’ .
a.04G i i 1518 | 0001 | 20 | ko00500//Starch and sucrose . Sgﬁgﬁy:ﬁg’:&’i’n"'“ GO:0044238//primary metabolic g;)gff;g’@#’é@fZﬁgggﬁiﬁggé
80840 5 71 08 metabolism;ko01100//Metabolic pathways glycosyl bonds process 24-like [Glycine max]
Glym Ko00040//Pentose and glucuronate GO:0030234ifenzyme gi[356513076]ref|XP_003525240.
a.05G R R 1618 0.003 11 interconversions;ko00500//Starch and R ac%ivi -GO:0052689//c G0:0044092//negative regulation of 1|/2.77858e-145/PREDICTED:
23660 . 41 25 sucrose metabolism;ko01100//Metabolic arbox%c es-ter molecular function 21 kDa protein-like [Glycine
0 pathways hydrolase activity max]
G0:0030234//enzyme GO0:0071555//cell wall R
Glym ko00040//Pentose and glucuronate " S, 0i[356564706|ref[XP_003550590.
217G 1742 | 365E | -1.728 | 846E | 22 | interconversions;ko00500//Starch and g%ﬂ?gﬁg{fx‘em ;ec%wiat;o-reo-ooszesg//c ﬂ;?f‘[;‘e'zc‘:t'ggaﬁ?‘0000272” polysacc | 3 |/0/PREDICTED: putative
04470 8 -06 3 -05 27 sucrose metabolism;ko01100//Metabolic p 9 L . . pectinesterase/pectinesterase
0 athways structure arboxylic ester process;G0:0044092//negative inhibitor 45 [Glycine max]
P Y hydrolase activity regulation of molecular function Y
Glym gggﬁiggﬁ:{; carboyd | G0:0006796/phosphate-containing g;)g?fgéffg#’égp—o“s“z18'
i:;&’) - - '2'39; O'Og} gg ko00500//Starch and sucrose metabolism - activity; GO:0035251// C‘r)g;zg:'nGdOr'TE)%ggglgli//trehalose alpha,alpha-trehalose-phosphate
0 UDP-glucosyltransferas Enetaboiic ;ocess synthase [UDP-forming] 1-like
e activity P [Glycine max]
Glym y .
206G ) ) 2576 | 936E | 18 | ko00S00//Starch and sucrose ) Sac’cfl’sgffﬁ:é"é?'“ 60:0044238//primary metabolic g;)g?§§é§%¥égxZﬁgggﬁﬁé‘s‘e
80820 4 -06 95 metabolism;ko01100//Metabolic pathways glycosyl bonds process 24-like [Glycine max]
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Supplementary Table S7: DEGs involved in defense mechanisms

log2Rat log2Rat log2Rat log2Rat log2Rat
io(2mlp io(2mlp io(2mlp io(2mlp io(2mlp GO
a-1/2M a-2/2M a-3/2M a-4/2M a-5/2M Len Componen
GenelD WT-1) P-value WT-2) P-value WT-3) P-value WT-4) P-value WT-5) P-value gth Pathway t GO Function GO Process Blast nr
0i[947038010]gh|KRGB88494.11,i[947038009]g
b|KRG88493.1;i|947038006|gb|KRG88490.1
|;0i|955395634|ref|XP_014628764.1/;gi[94703
8007|gb|KRG88491.1];9i|947038002|gh| KRG8
8486.1/;0i|947038005|gb|KRG88489.11;gi|9470
38004|gb|KRG88488.1/;gi|947038003|gb|KRG
' 88487.1//0;0,0;0;0;0;0;0;0/hypothetical protein
g;tgs.eomeztez//pymphosph GL\;'}/‘I A_Ur?3_57(|)0, partal [Glycine
Glyma. activity,GO:0032550,GO: | GO:0006950//response to max];hypothetical protein GLYMA_U035700,
vosszo | 243731 | “ET | 131006 | 09 | 115885 | 000026 | - - 200447 | 0.00032 | 3324 | K04626//Plant-pathoge | 0036094//small molecule | stress;GO:0007154//cell partial [Glycine Itex] hypothetical protein
0 n interaction binding;G0O:1901363;GO: communication i :panla [ lycine .
0097159/ organic cyclic max];PREDICTED: TMV re§|stance protein
compound binding N-like, partial [Glycine max];hypothetical
protein GLYMA_U035700, partial [Glycine
max]; hypothetical protein GLYMA_U035700,
partial [Glycine max];hypothetical protein
GLYMA_U035700, partial [Glycine
max]; hypothetical protein GLYMA_U035700,
partial [Glycine max];hypothetical protein
GLYMA_U035700, partial [Glycine max]
0i|947040285|gb|KRG90009. 1], gi|947040287|g
b|KRG90011.1];gi|947040286|gb|KRG20010.1
. 1/0;0;0/hypothetical protein
Glyma. G0:0006950//response to .
206061 | - - - - - - - - 277513 | 000674 | 3489 | K04626/Plant-pathoge | G0:0032550 stress;G0:0007154//cell GLYMA_20G061300 [Glycine
300 n interaction communication max]; hypothetical protein .
GLYMA_20G061300 [Glycine
max]; hypothetical protein
GLYMA _20G061300 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine gi[947040118|gb|KRG89842. 1] gi[356577440|r
Glyma metabolism;ko01100// ef|XP_003556833.1|/0;0/hypothetical protein
y 6.58E-0 Metabolic . G0:0006950//response to GLYMA_20G050700 [Glycine
%85050 -1.3244 5| ° ) ) ) ° ° ° ) 4266 pathways;ko03020/RN | ~ GO:0032550 stress max];PREDICTED: putative disease resistance
A RPP13-like protein 1 isoform X1 [Glycine
polymerase; ko04626//P max]
lant-pathogen
interaction
Glyma. 0.00013 9.15E-0 ko04626//Plant-pathoge G0:0006950//response to 0i|947049112|gb|KRG98640.1|/0/hypothetical
éggose -2.307 7 - - -3.6406 2| - - - - 3010 | | “ieraction - G0:0032550 stress protein GLYMA_18G086900 [Glycine max]
Glyma. ) 0i|955384422|ref|XP_014626398.1)/0/PREDIC
18G086 | - . . ; ; ; . . 3.16077 s.st-g 3221 :Uig;leﬁéggg:]ant-pathoge . GO:0032550 32'52006950” response to TED: disease resistance protein RPML-like
600 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
fn”;“'l;j'ﬂem,k 1100/ GO:0009617//response to
Glyma. Vol bacterium;GO:0009628//resp | gil356564213|ref|XP_003550350.1/0/PREDIC
17G245 - - - - - - - - 2.83107 0.00242 2929 pathways:ko03020//RN - G0:0032550 onse to abiotic TED: probable disease resistance protein
500 A } stimulus; GO:0006950//respon At4g33300 [Glycine max]

polymerase; ko04626//P
lant-pathogen
interaction

se to stress

20x 20




ko00230//Purine
metabolism;ko00240//P
yrimidine
metabolism;ko01100//

Glyma. ’ ) gi[571537529|ref|XP_006601011.1/0/PREDIC

17G180 | - - - - 24985 | 0.00028 | - - 1.83128 | 0.00059 | 3836 ’\{ak::]?l\kl);)hs(fk003020 /RN GO:0032550 22'52006950” response to TED: probable disease resistance protein

100 Z Vs At5g66900 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction

0i|947060016|gb]KRH09422.1];gi[571530234|r

Glyma. 9.36E-3 1.78E-1 3.43E-1 1.63E-1 2.29E-0 ko04626//Plant-path GO:0032550;G0O:0016462 %9:0?59295%55323287;0 ileéng?Oig?:;‘?‘?‘#eliigég‘p?’?’?;?‘zOlgb‘KRHOQ

16G214 | 4.65642 SRES | 3sanor R | 302228 S | 38em 5 | 315228 SR | 202 n"imeramona” “pathoge Ipyrophosphatase activity ie":l‘j“s:'rse'ss, GO‘000715£7/5<:'Je(;F GLYMA_16G214900 [Glycine

900 communicz;tion. max];PREDICTED: TMV resistance protein

N-like isoform X4 [Glycine max];hypothetical
protein GLYMA_16G214900 [Glycine max]
G0:0046872//metal ion
Glyma, Ko04626//Plant-pathoge binding;GO:0016462//pyr | SO:0008950//response to 4i[947060014/gb|KRH09420.1)/0/hypothetical
285214 ° ° ° ) ) ) ° ° 203844 | 000432 | 1197 | ieraction ophosphatase zgf;;fn?égﬂgzls‘w cell protein GLYMA_16G214800 [Glycine max]
activity; GO:0032550
0i[571530198|ref|]XP_006599690.1]gi[571530
196]ref|XP_006599689.1|;gi[955374931 ref|XP

Glyma 3.85E-0 ko04626//Pl| h Go:oogggggg;is;?;se”to _01'4624138'1‘/9:01\:10/|'PkREDIfCTE?<:2T['\GAIV i

p .85E- o ant-pathoge . stress; GO: ce resistance protein N-like isoform ycine

%85213 : : : B B B : - 479466 8 3445 n interaction G0:0032550 communication;G0:0050896/ max];PREDICTED: TMV resistance protein

Iresponse to stimulus N-like isoform X1 [Glycine
max];PREDICTED: TMV resistance protein
N-like isoform X3 [Glycine max]
ko00230//Purine
metabolism;ko00240//P . cO- 0i[947059932|gb|KRH09338. 1] i|947059931|g
yrimidine ﬁ%zﬁsﬁ(s)fgﬁgoo%o% b|KRH09337.1;i|351724311ref|[NP_0012378

Glyma metaboli_sm;koOllOO// binding;GO:1901363;GO: G_O:0050896//response to 21.1}/0;0;0/hypothetical prot?in

16(3216 R R R } } } R B 3.60977 0.00024 4638 Metabolic 009715§/lofganic cycylic . stimulus; GO:0006950//respon GLYMAﬁlGG;lOSOO [Gchme

800 pathways; ko03020//RN compound se to stre_ss;(§0:0007154//cell max]; hypothetical protein .

A binding;GO:0016462//pyr communication GLYMA_16G210800 [Glycine

polymerase;ko04626//P ophos Hatasé activit max];candidate disease-resistance protein

lant-pathogen phosp y [Glycine max]

interaction

ko00230//Purine

;?:ﬁ%"i:]'zm’k"oozml ® gif356559997|ref|[XP_003548282.11qil947059
o metabolism;ko01100// GO:0050896//response to 928|gb|KRH09334.11,qil047059927|gblKRH09

yma. : . L~ . Py 333.1)/0;0;0/PREDICTED: TMV resistance

16G210 | - - - - - - - - 333039 | 000524 | 4sag | Metabolic GO:0082550,G0:0016462 | - stimulus; GO:0006950//respon | - oiy § TGlycine max];hypothetical protein

500 Zathways,koOSOZO/lRN IIpyrophosphatase activity seto stre_ss,(}o.0007154l/cell GLYMA_16G210600 [Glycine

communication R ‘ -
polymerase;ko04626//P max]; hypothetical protein .
Jant-pathogen GLYMA_16G210600 [Glycine max]
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine ) qil571526878ref|XP_006599163.1};qi|947058
Glyma. metaboh_sm,koOllOO// G0.0QOGQ_SO//response to 007|gb|KRHO7413.1)/0;0/PREDICTED: TMV
166087 | - - - - - - - - 242611 | 000242 | 3617 | Metabolic G0:0032550 stress,GO-0007154/cell resistance protein N-like [Glycine
. : pathways;ko03020//RN : communication;GO:0050896/ N N .

100 A Iresponse to stimulus max]; hypothetical protein .
polymerase:ko04626//P GLYMA_16G087100 [Glycine max]
lant-pathogen
interaction
ko00230//Purine

Glyma. metabolism; ko00240//P G0:0006950//response to gi[571526864|ref|XP_006599159.1)/0/PREDIC

16G086 - - - - - - - - 3.72714 0.00035 3682 yrimidine G0:0032550 stress;GO:0007154//cell TED: TMV resistance protein N-like [Glycine

700 metabolism;ko01100// communication max]

Metabolic

20x 20




pathways;ko03020//RN
A

polymerase; ko04626//P
lant-pathogen

interaction

ko00230//Purine

metabolism; ko00240//P 0i[571525333|ref|XP_006598947.1],gi|947057
yrimidine 200|gb|KRH06606.1|;9i|571525345|ref[XP_00

metabolism;ko01100//

6598950.1)/0;0,0/PREDICTED: TMV

Glyma. Metabolic GO:0006950//response to resistance protein N-like isoform X1 [Glycine
16G033 - - 1.22042 0.00321 3868 ) G0:0032550 stress;GO:0007154//cell ) . :
200 pathways;ko03020//RN communication max]; hypothetical protein .
A GLYMA_16G033900 [Glycine
polymerase;ko04626//P max];PREDICTED: TMV resistance protein
lant-pathogen N-like isoform X2 [Glycine max]
interaction
ko00230//Purine
metabolism;ko00240//P
ﬁéﬂﬂﬂ:m-koouoo " qil571524432]ref[XP_006598818.1];gi|947056
Glyma. 8.10E-0 Metabolic ! G0:0006950//response to 747|gb|KRH06153.1}/0;0/PREDICTED:
16G006 - - 4.05615 . 5 3809 N G0:0032550 stress;GO:0007154//cell putative disease resistance protein At4g11170
400 pathways;ko03020//RN communication [Glycine max];hypothetical protein
A Y nyp p
polymerase;ko04626//P GLYMA_16G006400 [Glycine max]
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
ﬂg‘g’;ﬂgm,mouooﬂ gil571520977ref[XP_006598091.1];qi|947064
Glyma. Metabolic. 60:0006950/response to 056|gb|KRH13317.1]/0;0/PREDICTED:
15G230 - - 2.59016 0.00068 4001 pathways;ko03020//RN G0:0032550 stre.ss putative disease resistance protein At3g14460
700 A ’ isoform X1 [Glycine max];hypothetical protein
polymerase;ko04626//P GLYMA_15G230700 [Glycine max]
lant-pathogen
interaction
0i[571513784|ref|]XP_006596935.1]gi[351727
Glyma. . G0:0006950//response to 306]|ref[NP_001237924.1|/0;0/PREDICTED:
156168 | - - aaraag | B30ED | g15 | kOOUEZ6IPlant-pathoge S&fgiﬁéﬁi’gg%’;@gﬂg stress;GO:0008152//metaboli | CC-NBS-LRR class disease resistance protein
500 e c process isoform X1 [Glycine max];CC-NBS-LRR
class disease resistance protein [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. metabolism;ko01100// ) gil571522550]ref|XP_006598349.1}/0/PREDIC
15G127 | -1.8283 3995‘? - - 3857 m?m:;gkoosozo RN G0:0032550 ;‘;2'52006950” response to TED: putative disease resistance protein
100 A ’ RGAZ3 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
rimidine
Tnetabolism:ko01100/ GO:0009617//response to )
Glyma. Metabolic bacterlum._GQ.0009628//resp g||356552172\ref_\XP_0035_44443.1VO/RREDIC
14G079 - - 1.61914 0.00122 2732 pathways:ko03020//RN G0:0032550 onse to abiotic TED: probable dlgease resistance protein
600 A } stimulus; GO:0006950//respon At4g33300 [Glycine max]
polymerase;ko04626//P setostress
lant-pathogen
interaction
ciyma mebolism 000240/ EActrum GO 0a0033esp | SIXP 003544345 2J0hypothetalpoten
g metabolism; kol . acterium;GO: resp ef|XP_{ .2|/0;0/hypothetical protein
235079 - - 3.46527 | 000046 | 3226 | \\iidine G0:0032550 onse to abiotic GLYMA _14G079500 [Glycine

metabolism;ko01100//

stimulus; GO:0006950//respon

max];PREDICTED: probable disease

20x 20




Metabolic se to stress resistance protein At4g33300 [Glycine max]
pathways;ko03020//RN
A
polymerase; ko04626//P
lant-pathogen
interaction
G0:0032550;G0:0005515 G0:0035556//intracellular
Glyma G0:00160 Ilprotein signal 0i|356549811|ref|XP_003543284.1|/0/PREDIC
yma. ko04626//Plant-pathoge ; binding;G0O:0004702//rece transduction;G0O:0032147//act TED: probable leucine-rich repeat
13G285 | - - - - 2.08844 | 0.00018 | 2506 . . 20//membr IS . P _— - . . —
500 n interaction ane ptor S|gnallng protein ivation of protein kinase receptor-like serln_e/threomne-proleln kinase
serine/threonine kinase activity; GO:0006950//respons At5g15730 [Glycine max]
activity e to stress
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma metabolism;ko01100//
; R R R ; Metabolic B . G0:0006950//response to 0i|947071784|gb|KRH20675.1|/0/hypothetical
%ggl% 2.68408 0.00202 2962 pathways;ko03020//RN GO:0032550 stress protein GLYMA_13G193300 [Glycine max]
A
polymerase;ko04626//P
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma metabolism;ko01100//
136190 2,642 0.00032 R ) R ; 6542 Metabolu? R G0:0032550 G0:0006950//response to g||3_)51724721\re_ﬂNP_O()_1237835.1V0/d|sease
800 9 zathways,koosozo/lRN stress resistance protein [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
ko000230/Purine
metabolism;ko00240//P
yrimidine
Glyma. 2 90E0 aee‘ég‘;'l'fcm;k"onoo” 6010006950/ response to 4i[356550917]ref|XP_003543829.1/0/PREDIC
13G071 -1.7804 ) 6 - - - - 4266 athways: ko03020/RN - G0:0032550 stre.ss TED: putative disease resistance RPP13-like
900 DA ys: protein 1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
G0:0032550;G0:0005515 G0:0035556//intracellular
Glyma GO:00160 Ilprotein signal gi[359806757|ref[NP_001241300.1|/0/probable
12G216 R R R } 2.00009 0.00115 1938 qu4GZG/{PIant-pathoge 20//membr bmdmg;GQ:OOO47q2//rece gran;ductlon;GC_):OO_32147//acl Ieuplne-nch repeat rec_epto_r-llke
000 n interaction ane ptor 5|gnallng prot'eln |va_t|qn of protein kinase serlne/threon_lne-protel_n kinase
serine/threonine kinase activity;GO:0006950//respons At5915730-like [Glycine max]
activity e to stress
Glyma. . . .
116072 R R R } 164713 0.00409 4775 qu4626/{PIant-path0ge R G0:0032550 G0:0006950//response to g||7_34423019\gb|}_(HN41940.1|/0/D|s_ease .
100 n interaction stress resistance RPP8-like protein 3 [Glycine soja]
" G0:0046872//metal ion
?E/ﬁ?ﬁﬁé binding; GO:0016209//anti
Glyma. oxidant . .
ko04626//Plant-pathoge | ¢ . ’ G0:0044707;GO:0006950//re | gi|947085173|gh|KRH33894.1}/0/hypothetical
10G152 | - - - - 3.00807 | 0.00746 | 3529 . : activity; GO:0050664//oxid ey ; :
200 n interaction gtf)mponent oreductase activity, acting sponse to stress; GO:0044710 protein GLYMA_10G152200 [Glycine max]
membrane on NAD(P)H, oxygen as
acceptor
Glyma. . .
~ ~ ~ 0.00046 ~ R ko04626//Plant-pathoge ~ . G0:0006950//response to gi[947091771|gb|KRH40436.1|/0/hypothetical
283258 2.3569 8 2703 n interaction G0:0032550 stress protein GLYMA_09G258200 [Glycine max]

20x 20




4il947090963]gb|KRH39628. 1],0i[356531473]r

Glyma. . ef|XP_003534302.1|/0;0/hypothetical protein
006210 | - . 282882 | 000115 | 3243 E"i?:fé%;'f”"pa‘“"ge G0:0032550 22'52006950/ Iresponse to GLYMA_09G210600 [Glycine
600 max];PREDICTED: disease resistance protein
RPM1-like [Glycine max]
G0:0080090//regulation of
ko04075//Plant primary metabolic
Glyma. hormone signal . . process; G0:1901576;G0:190 0i|571478541|ref|XP_003534274.2|/0/PREDIC
: G0:0005515//protein N - X !
09G204 - - 1.86353 0.00076 2748 transduction;ko04626// binding 1700;G0:0009889//regulation TED: transcription factor MYC2-like [Glycine
500 Plant-pathogen of biosynthetic max]
interaction process; GO:0006950//respons
e to stress
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. me'tag"'l'.sm’k"ouom / G0:0006950//response to gil571473774]ref|XP_006586027.1//0/PREDIC
08G301 | - - 24358 | 000107 | 4462 pafhiv:y;?k 03020//RN G0:0032550 stress;GO:0007154//cell TED: TMV resistance protein N-like isoform
200 A ’ communication X1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
(?7'3(’;8;'7 i i 426450 | TSTEQ | ggq | ko04626//Plant-pathoge GO:0032550;GO:0016462 | GO:0006950//response to %‘Eé,13ggs;la‘gLﬁzaogifsiﬁ‘_%é‘fgggggz'zc
700 5 n interaction IIpyrophosphatase activity stress [Glycine max]
Glyma. i1955330113|ref[XP_006583276.2|/0/PREDIC
oreoes | - . 14807 | 000335 | so12 k".ofezegp'a”"pa'h"ge /(;’0'003;]255%?0'00?462 C:o.oooegso// response to %llzo: unchara‘cte‘rizea protein LOC‘100810455
000 n interaction pyrophosphatase activity stress isoform X1 [Glycine max]
Glyma. ) A ' 0i|955330053)ref|XP_014633259.1/0/PREDIC
orGoes | 15576 | LS6EL 129957 | 0.00024 | 9014 E‘}gfgﬁgﬁg,:ﬂnt'pa'hoge ﬁ@%‘ﬁﬁiﬁﬂﬁgﬁf&?{ff gg_szooegsollresponse o TED: uncharacterized protein LOC100780862
100 isoform X5 [Glycine max]
GO:0036094//small
molecule 0i|947099532|gb|KRH48024.1];gi|947099531|g
Glyma. binding;GO:0097159//orga . b|KRH48023.1|/0;0/hypothetical protein
o7Gos3 | 134 | 29D 192709 | 278D | gors | koDI6Z6/Plant-pathoge nic cyclic compound GO-Ana625Diiresponss to GLYMA_07G063600 [Glycine
600 binding;G0:1901363;GO: max]; hypothetical protein
0032550;G0:0016462//pyr GLYMA_07G063600 [Glycine max]
ophosphatase activity
0i|947099522|gb|KRH48014.1];gi[571465132]
ef|XP_006583266.1,qi[955330079|ref(XP_014
Glyma " . X " 633271.1\/O;O;O/hypoth[etilcal protein
| 2.66E-1 004626//Plant-pathoge G0:0032550;G0:0016462 G0:0006950//response to GLYMA_07G062900 [Glycine
835062 -2.9084 9 2.7345 0.00014 8215 n interaction IIpyrophosphatase activity stress max];PREDICTED: uncharacterized protein
LOC100808315 isoform X1 [Glycine
max];PREDICTED: uncharacterized protein
LOC100808315 isoform X2 [Glycine max]
0i[571464738|ref|[XP_006583154.1],i[947099
Glyma. G0:0006950//response to 087|gb|KRH47579.1|/0;0/PREDICTED:
076037 | - . 345257 | 000152 | 3965 ﬁﬂggﬁg{;’f”*pa‘h"ge G0:0032550 stress;G0:0007154//cell disease resistance protein RMLLA-like
000 communication [Glycine max];hypothetical protein
GLYMA_07G037000 [Glycine max]
ggénz‘g% ] ] 20167 | 00030 | 3171 | Ko04626//Plant-pathoge 6010032550 ggg?gg%ggg;ipf;g;:" gif351722777ref|NP_001235720.1{0/resistanc
300 n interaction communication e protein KR3 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine G0:0006950//response to .
deros | - - 169889 | 000331 | 3650 | Merabolism:ko01100// G0:0032550 stress; GO:0008037//cell 9|'|I|55[7>%ﬁ%ﬁé?ﬂ:&@oﬁigﬁﬁiizlL/eO/['(DBTyEc[i)r:é:
500 . . Metabolic . recognition;GO:0007154//cell max].

pathways; ko03020//RN
A

polymerase; ko04626//P

communication

20x 20




lant-pathogen

interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. metabolism;ko01100// GO:0006950//response to 4i[356517237|ref|XP_003527295. 1|/0/PREDIC
06G260 - - 204977 | O9BE0 | 5495 | Metabolic G0:0032550 stress; GO:0008037//cell TED: TMV resistance protein N [Glycine
100 : 5 pathways;ko03020//RN . recognition;GO:0007154//cell max].
A communication
polymerase;ko04626//P
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
ﬁéﬂﬂﬂ:m-koouoo " G0:0006950//response to gil947107122|gb|KRH55505.1};gi[947107121|g
Glyma. Metabolic ! stress;GO:0008037//cell b|KRH55504.1|/0;0/hypothetical protein
06G259 -2.2682 0.00131 3.24167 0.00055 4077 pathways;ko03020//RN G0:0032550 recognition;GO:0007154//cell GLYMA_06G259800 [Glycine
800 A i communication;GO:0050896/ max]; hypothetical protein
polymerase;ko04626//P Iresponse to stimulus GLYMA_06G259800 [Glycine max]
lant-pathogen
interaction
0i|947107112]gb|KRH55495.1];gi|947107117]g
b|KRH55500.1;i|947107116gb|KRH55499.1
;i|947107115|gb|KRH55498.1];gi[947107113)|
gb|KRH55496.1];gi|947107114|gb|KRH55497.
1//0;0;0;0;0;0/hypothetical protein
G0:0006950//response to GLYMA706G259400 [(_Elycme
Glyma. 1.436-0 ko04626//Plant-path stress;GO:0008037//cell giﬂi\:ﬁm{gggggﬁéﬁ){e& i
06G259 - - ss1s3r | FE | 3959 o cHlant-pathoge G0:0032550 recognition;GO:0007154//cell hveothetical [Glycine
400 n interaction communication;GO:0050896/ | MaxXlihypothetical protein
Iresponse to stimulus GLYMA—OGG?SQAOO [Gchme
max]; hypothetical protein
GLYMA_06G259400 [Glycine
max]; hypothetical protein
GLYMA_06G259400 [Glycine
max]; hypothetical protein
GLYMA _06G259400 [Glycine max]
0i|947107062]gb|KRH55445.1[;i|947107064|g
b|KRH55447.1;i|955325788|ref[XP_0146322
05.1[;gi[947107067|gb|KRH55450.1;gi[947107
ko00230//Purine 063|gb|KRH55446.1];gi|955325790]ref|XP_01
metabolism;ko00240//P 4632206.1|/0;0;0;0;0;0/hypothetical protein
yrimidine . GLYMA_06G256000 [Glycine
metabolism;ko01100// 60'09069_50/ response to max]; hypothetical protein
Shyma. ssratz | 1430 | g | Metabolic 00032550 e e icell | GLYMA_06G256000 [Glycine
000 ) ) : 5 pathways;ko03020//RN : recognition; GO:009. ce max];PREDICTED: disease resistance-like
communication;GO:0050896/ ! f N
A Iresponse to stimulus protein CSA1 |_sof0rm Xl [Glycine
polymerase;ko04626//P max]; hypothetical protein
lant-pathogen GLYMA_06G256000 [Glycine
interaction max]; hypothetical protein
GLYMA_06G256000 [Glycine
max];PREDICTED: disease resistance-like
protein CSAL isoform X2 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. metabolism;ko01100// . 0i|571454745|ref|XP_006579882.1|/0/PREDIC
05G082 2.2138 | 0.00091 2.48655 | 0.00114 | 3736 | Metabolic GO:0032550 32'52006950/’”5“0”59 to TED: probable disease resistance protein
500 At5g66900 [Glycine max]

pathways; ko03020//RN
A

polymerase;ko04626//P
lant-pathogen

20x 20




interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. metabolism;ko01100// _ gif571454747|ref[XP_006579883.1|/0/PREDIC
05G082 | - - - -1.2847 9'67E'g - - 2976 ggfi‘w?nk/);}lllsc-kooaozo P G0:0032550 grc;.sgooegsol/ response to TED: probable disease resistance protein
400 A ’ At5g66900 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
Glyma. . 0i[356511730|ref|XP_003524576.1/0/PREDIC
05G082 | - - - -1.6823 | 0.00043 229377 | 0.00314 | 3498 Eﬂ?}fgﬁg{ﬁfm‘pa‘h"ge - G0:0032550 Sg.szooegso// response to TED: probable disease resistance protein
200 At5g66900 isoform X1 [Glycine max]
G0:0046914//transition
metal ion G0:0040007//growth;GO:190
binding;G0:0016301//kina 2582;G0:0032446//protein
G0:00432 se modification by small protein
Glyma 31//intrace activity;GO:0032550;GO: conjugation;GO:0006950//res . .
04613'4 16685 2.87E-1 ) ) ) 232564 0.00019 2957 qu4626/{PIant-pathoge llular OQOQSIS//protem ) ponse to B g||947114519\gb|KRH62821.1V0/hyp0thencal
700 . 1 i : n interaction membrane binding;G0:0019787//ubiq stress;GO:0009738//abscisic protein GLYMA_04G134700 [Glycine max]
-bounded uitin-like protein acid-activated signaling
organelle transferase pathway;GO:0046903//secreti
activity;GO:0050136//NA 0on;G0:0022904//respiratory
DH dehydrogenase electron transport chain
(quinone) activity
G0:00312 QO:9046872//metaI ion ] ] ]
o S Sl g
yma. oxidan . AA- [s] .1)/0; :
036236 | - . ; ; ; 367642 | 000059 | 3154 E‘}ggﬁ%ﬁf”"pa‘h"ge S monent | tivity:GO:0050664/10xid chh‘;g‘tfgze'g%go_ggji%e respiratory burst oxidase homolog protein
300 of P oreductase activity, acting P e B-like [Glycine max];hypothetical protein
on NAD(P)H, oxygen as GLYMA_03G236300 [Glycine max]
membrane
acceptor
ko00230//Purine
metabolism;ko00240/P gi[947117919|gb|KRH66168.1,gil947117917|g
yrimidine b|KRH66166.1;gi|947117918|gb|KRH66167.1
Glyma. 2.13E-1 2.10E-0 4.47E-0 2.70E-0 l\mnettalljamli's ko000 Gto:o?mggc%ggepgggiw Eoli%%r/kypggggglsggo[gn i
|13E- . 10E-( ATE- . TOE- etabolic . stimulus;GO: respon _ ycine
gggom 4.67502 3 3878 8 1.88006 5 2.60263 6 3462 pathways;ko03020//RN ° GO:0032550 se to stress;GO:0007154//cell max]; hypothetical protein
A communication GLYMA_03G087500 [Glycine
polymerase;ko04626//P max]; hypothetical protein
lant-pathogen GLYMA_03G087500 [Glycine max]
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. ;\n/letta?)mli's ikooLoor G0:0006950// t i[351723333ref|NP_001237787.1//0/NB-LRR
etabolic . : response to gi ref|NP_( . -
285075 ° ° ) ) ) 167137 | 000106 | 4750 fthways;kOOSOZOIIRN - G0:0032550 stress type disease resistance protein [Glycine max]
polymerase; ko04626//P
lant-pathogen
interaction
0i[571438700|ref|]XP_006574650.1]gi[571438
Glyma. G0:0006950//response to 704|ref|XP_006574651.1]/0;0/PREDICTED:
026041 | -1.0331 0'00532 - - - - - 4056 :Uig;leﬁéggg:]ant-pathoge - G0:0032550 stress;GO:0007154//cell TMV resistance protein N-like isoform X1
800 communication [Glycine max];PREDICTED: TMV resistance
protein N-like isoform X2 [Glycine max]
Glyma. G0:00059 ) 0i[356497514|ref[XP_003517605.1)/7.23568¢-
01G244 | - . ; ; ; 16733 | 000048 | 1475 | Kov4626/Plant-pathoge | 1y ey o | GO:0006950//response to 107/PREDICTED: protein SRC2 homolog
n interaction stress -
500 Il [Glycine max]

20x 20




junction;G
0:004444
4
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. etabolism ko01100// 00006950/ response (6 4i[356495456/ref|XP_003516593.1/0/PREDIC
01G183 - - - - - - 1.21537 0.00257 3041 athways. ko03020//RN - G0:0032550 streés P TED: probable disease resistance protein
400 Z ys: At5g66900 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
0i[571434029|ref|]XP_006573080.1],gi[947126
Glyma. g . G0:0006950//response to 871|gb|KRH74725.1|/0;0/PREDICTED: TMV
01G039 -1.5056 0.00013 - - - - - - 4612 k°.04626/ (Plant pathoge - GO'001§4.62{ /pyr_ophosph stress;GO:0007154//cell resistance protein N-like [Glycine
3 n interaction atase activity;GO:0032550 L N N i
000 communication max]; hypothetical protein
GLYMA_01G039000 [Glycine max]
Glyma. ) 0i[351721361|ref|NP_001235671.1)/0/NBS-LR
1.77E-0 ko04626//Plant-pathoge . G0:0006950//response to : Al . h
01G010 - - -3.5148 5 - - - - 3423 n interaction - G0:0032550 stress R type disease resistance protein [Glycine
500 max]
Glyma. 0.00011 Ko04626//Plant-pathoge GO:0004672//protein GO:0044237/fcellular gilB56497629|ref{XP_003517662.1}/0/PREDIC
01G013 -1.6818 7 - - - - - - 2710 n interaction - Kinase activit metabolic process TED: putative receptor-like protein kinase
500 Y P At4g00960 [Glycine max]
0i|918463553]gb|ALA09121.1];gi[947126586]g
ko04075//Plant b|KRH74440.1;i|571433718]ref|XP_0065729
Glyma. hormone signal . . 84.1|/0;0;0/bHLH transcription factor, partial
01G019 - - - - -1.2556 0.00045 - - 1586 transduction;ko04626// - Si(n)d'?SOSSlS/ protein - [Glycine max] ;hypothetical protein
700 Plant-pathogen 9 GLYMA_01G019700 [Glycine
interaction max];PREDICTED: transcription factor
bHLH93-like isoform X2 [Glycine max]
Glyma. y gi[571435744|ref|XP_003516553.2|/0/PREDIC
016169 | - . ; ; 134073 | 0.00063 | - ; 1949 :ﬁg;‘;ﬁgi{;ﬂam pathoge | ; ; TED: leucine-rich repeat receptor-like protein
500 kinase PXL2 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma metabolism;ko01100//
023('303'0 134880 | 0:00401 i i A . . i 1808 | Metabolic A i i 0i[734394680|gb|KHN28666. 1/0/Disease
500 i 4 pathways;ko03020//RN resistance RPP13-like protein 4 [Glycine soja]
A
polymerase;ko04626//P
lant-pathogen
interaction
ko04075//Plant
Glyma. 2.71E-0 hormone signal 0i[571438947|ref|XP_003519913.2)/1.87092e-
02G060 - - - - 3.3442 | 6 - - 519 transduction;ko04626// - - - 112/PREDICTED: STS14 protein-like
800 Plant-pathogen [Glycine max]
interaction
GO:00719 G0:0006464//cellular protein 0i[571439797|ref|]XP_003520131.2]gi[947122
Glyma. y a4/icell ' . modification 773|gb|KRH70979.1]/0;0/PREDICTED:
026122 | -16118 0'001% ; ; . . . ; 2634 ‘;ﬁg;‘gﬁ%&'}am pathoge | orinhery: ﬁ?ﬁ?ﬂ?ﬁiﬁ?ﬁﬂ?ﬁen process;GO:0044767:G0:000 | receptor-like protein kinase FERONIA
000 G0:00444 P Y 6796//phosphate-containing [Glycine max];hypothetical protein
64 compound metabolic process GLYMA_02G122000 [Glycine max]
Glyma. y G0:0046872//metal ion gi[351721626|ref|NP_001235680.1)/2.1097e-1
026133 | - . ; ; 11072 | 000022 | - ; 1274 ';"I?];‘eeégggr'f”‘ pathoge | binding;G0:0016491/oxid | - 24funcharacterized protein LOC100499763
000 oreductase activity [Glycine max]
Glyma. . y y 0i|947123831|gh|KRH72037.1}/1.48469e-120/
026186 | -36771 | >BIE g 37219 | 82F g - - - - 780 E"ig;‘eeégggrm pathoge | - - hypothetical protein GLYMA_02G186900
900 [Glycine max]
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Glyma.

ko04626//Plant-pathoge

G0:0004672//protein

G0:0044237//cellular

0i|947123865|gb|KRH72071.1|/0/hypothetical

7.47E-1 1.60E-0
235189 -7.1847 8 8 6 | - 1077 | interaction : kinase activity metabolic process protein GLYMA_02G189800 [Glycine max]
G0:0044238//primary . . .
oo | - - 30422 | 00009 | - - 1506 | K004626/Plant-pathoge | GO:0016301//kinase metabolic slalze3d4;§ozt(e)i7n8 s Kinose iiﬁ'ﬂ“ﬁ'{%ﬁi&ﬁ?'
300 : : n interaction activity process; GO:0044260;G0:001 soja]
6310//phosphorylation )
G0:00312
24/[intrinsi G0:0006796//phosphate-cont "
(?zl)(,;n;gg 10188 0.00297 } } R R 2483 ko04626//Plant-pathoge c G0:0016301//kinase aining compound metabolic :?.'ES?4?3533[?2?5@%0?&5028?033illlg)/ F:(’;\;Ell:n) Ic
900 . 7 n interaction component activity; GO:0032550 process; GO:0006464//cellular kinas.epAIB 56050 [Glycine ?nax] p
of protein modification process 9 4
membrane
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. 8.08E-0 m‘:’t’;g‘;'l'fcm;k"ouom/ 4il571444245]ref[XP_006576452.1|/0/PREDIC
03G037 -1.7241 . 5 - - - - 4743 athways: ko03020//RN - - - TED: putative disease resistance protein
300 DA ys: At3g14460 isoform X1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
0i|947117921]gb|KRH66170.1],gi|947117920]g
Glyma. g b|KRH66169.1|/0;0/hypothetical protein
03G087 | -1.0887 | 0.00035 - - - - 3387 E"igfeerigi{;'fm pathoge | - - GLYMA _03G087600, partial [Glycine
600 max]; hypothetical protein
GLYMA_03G087600, partial [Glycine max]
G0:00312
24//intrinsi ' ' 0i[571445952|ref|XP_003520610.2)/0/PREDIC
ovma | aiiee | 390E0 ) ) ) ) 4000 | ko04626Plant-pathoge | goaagds72ifprotein GO:0006468//protein TED: probable LRR receptor-like
800 - 6 n interaction component activity: GO:0032550 phosphorylation serine/threonine-protein kinase At4g08850
of Y60 [Glycine max]
membrane
ko04075//Plant
hormone signal .
Glyma. > gi[571446784|ref|XP_003520776.2|/0/PREDIC
03G225 | 2187 | 000087 ; ; - . 2036 | transductionko04712f |- ; ; TED: transcription factor PIF3-like [Glycine
000 6 Circadian rhythm - max]
plant;ko04626//Plant-p
athogen interaction
0i[356505783[ref[XP_003521669.1],gi[571446
Glyma ko04070//Phosphatidyli 892|ref|XP_006577216.1|/0;0/PREDICTED:
. R R R R R nositol signaling R ; ; calmodulin-binding protein 60 B isoform X1
gggmz 2101 | 000129 2258 1 system;ko04626//Plant- [Glycine max];PREDICTED:
pathogen interaction calmodulin-binding protein 60 B isoform X2
[Glycine max]
G0:0001071//nucleic acid GO:0050896//response to
Glyma. . g binding transcription stimulus; GO:0050794//regula 0i[356507032]ref|XP_003522275.1|/5.63141e-
0aGosa | asesor | 207 ; ; . . 987 :"Ig;‘eeégggr'f”‘ pathoge | factor tion of cellular 118/PREDICTED: probable WRKY
200 activity;G0O:0003677//DN process; GO:0006351//transcri transcription factor 50 [Glycine max]
A binding ption, DNA-templated
ko04075//Plant
Syma | L sorer | 000180 ) ) ) ) 15ag | hormonesigral s | . G0:0005515//protein ) i947113857|gblKRHG2159.1)/0/hypothetical
100 6 Plant-pathog’en binding protein GLYMA_04G090100 [Glycine max]
interaction
Glyma. ) ) 0i[947114537|gb|KRH62839.1)/1.15828¢-96/h
04G136 | - . 55082 | 2780 | . . 919 | ko04626//Plant-pathoge | GO:0046872//metal ion ; ypothetical protein GLYMA_04G136200
5 n interaction binding N
200 [Glycine max]
G0:00319 G0:0032550;G0:0017111 G0:0006412//translation;GO: .
Glyma. . y 07 ! g 0i[356508726|ref|XP_003523105.1)/0/PREDIC
04G188 ~ ~ R R 1.43801 1.01E-0 1936 k0_04626/{PIant pathoge 81//nuclea IInucleoside-triphosphatas 0_009154//p_ur|ne _ TED: elongation factor Tu, chloroplastic-like
700 6 n interaction r e ribonucleotide catabolic [Glycine max]
lumen;GO activity; GO:0008135//tran process
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:0005576//

slation factor activity,

extracellul nucleic acid binding

ar

region;GO

:0009534//

chloroplast

thylakoid;

G0:00095

26//plastid

envelope

G0:00312 G0:0046872//metal ion
24/[intrinsi binding;G0:0016651//oxid .

Glyma. - C 0i[571453402|ref|XP_006579505.1//0/PREDIC

05Go21 | -11036 | 090 - - - - 3526 | Ko04626/Plant-pathoge | ¢ oreductase activity, acting | 50044710 TED: respiratory burst oxidase homolog

100 5 n interaction component on protein A-like isoform X1 [Glycine max]

of NAD(P)H;G0:0016209//a
membrane ntioxidant activity

(?5'3(’;”3;;5 . . 5509 | 7520 | . 3109 | ko04626//Plant-pathoge | G0:0046872//metal ion i 0i[734386654|gb|KHN25017.1//2.19482¢-121/

200 6 n interaction binding Calmodulin-like protein 1 [Glycine soja]

Glyma. 0i[356516303|ref|XP_003526835.1]/1.14509e-

06G147 | 8.34201 1335‘; - - - - 110 | K004626/Plant-pathoge | _ - G0:0009987//cellular process | 118/PREDICTED: probable WRKY

n interaction P .

100 transcription factor 51 [Glycine max]
0i[571460585|ref|]XP_003526838.2]gi[955324
384|ref|XP_014631935.1|;gi[571460587|ref|XP
_006581742.1|/2.30138e-139;1.08246e-113;8.

Glyma 10111e-123/PREDICTED: probable WRKY

06G1. 4'7 12473 6.42E-0 ; ; R B 1417 ko04626//Plant-pathoge B : : transcription factor 13 isoform X1 [Glycine

500 ) 5 n interaction max];PREDICTED: probable WRKY
transcription factor 13 isoform X3 [Glycine
max];PREDICTED: probable WRKY
transcription factor 13 isoform X2 [Glycine
max]

Glyma. y GO:0004672//protein GO:0050896//response to QiSSE51637 7lrefjXP_003526571. 1/0/PREDIC

06G155 | - - - ; 1.24487 | 0.00087 2762 | K004626//Plant-pathoge | Kinase stimulus;GO:0006464//cellula | | C0: Probable receptor-like

n interaction o - e serine/threonine-protein kinase At5g57670
500 activity;G0:0032550 r protein modification process -
[Glycine max]

G0:00319

81//nuclea

p

lumen;GO

:0005576// G0:0032550;G0:0017111

Glyma. extracellul /Inucleoside-triphosphatas GO:0006412/_/translati0n:GO: 4i[356516623|ref|XP_003526993 1/0/PREDIC

06G176 - - - - 1.30953 1.998-0 2054 k0_046261{PIant-pathoge ar e 0_009154//;3_ur|ne . TED: elongation factor Tu, chloroplastic

200 * 5 n interaction region;GO activity; GO:0008135//tran ribonucleotide catabolic [Glyéine max] '

:0009534// slation factor activity, process
chloroplast nucleic acid binding
thylakoid;
G0:00095
26//plastid
envelope
9i[947107079]gb|KRH55462. 1, gi[947107078|g

Glyma. b|KRH55461.1|/0;0/hypothetical protein

06G256 | -2.2655 0'0002‘3‘ ; ; . . 2728 :"ig;‘fégﬁgr'f”"pa‘h"ge . ; ; GLYMA_06G256600 [Glycine

600 max]; hypothetical protein
GLYMA_06G256600 [Glycine max]

G0:0045682//regulation of

G0:00432 epidermis

31/fintrace development;GO:0045087//in .
o ) ) ) La3s1 | 00008 sop1 | ko04626/Plant-pathoge | lular GO:0032550;G0:0004672 | nate immune %IESGfﬁtlgg()szl"lrzgt)f\zﬁggs;)?gtgétl?kIlr‘\/aostIEEslec
200 i : n interaction membrane Ilprotein kinase activity response; GO:0006464//cellul 2 [GI. "

N AR lycine max]
-bounded ar protein modification
organelle process; GO:0006796//phosph

ate-containing compound
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metabolic
process; GO:0090567

G0:00160
20//membr
Glyma ane;G0:00 gif356520641]ref{XP_003528969.1//3.56334e-
076101 | - - - - - - 164301 | 892E0 g11 | K004626//Plant-pathoge | 4323L/intr | GO:0046872//metal ion - 128/PREDICTED: probable calcium-binding
5 n interaction acellular binding . .
100 protein CML18 [Glycine max]
membrane
-bounded
organelle
(?7'3(’;”1‘33 e | 000072 | ) ) ) i i a9y | ko04626//Plant-pathoge | ) ) 4il947100766]gb|KRH49258.1/0/hypothetical
500 : 6 n interaction protein GLYMA_07G143500 [Glycine max]
Glyma. y G0:0004672//protein . ; gi[571466375|ref|XP_006583644.1//0/PREDIC
07G148 -1.0211 0.00404 - - - - - - 1859 Eoi?:;igg;l]am pathoge - kinase gg&%?gggg:”?glclsslsar protein TED: putative serine/threonine-protein kinase
500 activity; GO:0032550 P isoform X1 [Glycine max]
G0:0006796//phosphate-cont | gi|356519528]ref[XP_003528424.1];gi[947101
. " aining compound metabolic 435|gb|KRH49927.1|/0;0/PREDICTED:
Glyma. 0.00443 ko04626//Plant-pathoge 90'0004672/ protein process; GO:0006464//cellular G-type lectin S-receptor-like
07G188 -1.1234 - - - - - - 3106 . . - kinase . A ; . S .
800 1 n interaction activity;GO:0032550 protein modification serlne/thr_eomne-proteln kln_ase BlZO_lsoform
T process; GO:0008037//cell X1 [Glycine max];hypothetical protein
recognition GLYMA_07G188800 [Glycine max]
Glyma. . y gi[571467514|ref|XP_006583962.1)/3.62461e-
076229 | 372869 | 2°1E g - - - - - - 671 Eﬂ?}fgﬁg{ﬂam pathoge | - - 119/PREDICTED: probable calcium-binding
500 protein CML45 [Glycine max]
ko04075//Plant
Glyma. hormone signal . " . -
08G089 | -1.1854 0'00423 - - - - - - 2077 | transduction:ko04626// | - bGiga?r?ossls” protein - ?;Zgﬁgsﬁlg‘%b[ch’\i‘sfgg.la']lVO’m”m'p“°”
100 Plant-pathogen 9 V! )
interaction
Glyma. g g GO0:00095 . 0i[356525527|ref|XP_003531376.1|/0/PREDIC
08G140 -1.259 1428 g - - - - - - 2896 k°.°4525’(”3”‘ pathoge 26//plastid GO_.[?016740//1ransferase - TED: uncharacterized protein slI1770-like
n interaction activity A
900 envelope [Glycine max]
G0:00432
Glyma 31//intrace
08(3306 R R 405723 7.94E-1 } } R B 804 ko04626//Plant-pathoge llular : : 0i|947097334|gb|KRH45919.1|/0/hypothetical
200 . 2 n interaction membrane protein GLYMA_08G300900 [Glycine max]
-bounded
organelle
Glyma. 0i[955337909|ref[XP_014634887.1//0/PREDIC
08G317 | -1.281 0'00402 - ; ; ; - . 4364 E”igfe‘ﬁgg;:a”"pam"ge . ; ; TED: disease resistance protein RPML-like
400 [Glycine max]
G0:0036094//small
molecule qil571476366|ref|XP_003533521.2/0/PREDIC
Glyma. G0:00160 binding;G0O:0004672//prot G0:0006796//phosphate-cont X = i
9.83E-1 ko04626//Plant-pathoge L L . TED: LRR receptor-like
09G048 -1.2898 2 - - - - - - 4435 n interaction 20//membr ein kinase aining compound metabolic serinelthreonine-protein kinase GSO1 [Glycine
300 ane activity;G0:1901363;GO: process max] P Y
0097159//organic cyclic
compound binding
ko04075//Plant
Glyma. ’ hormone signal ' ’ 0i[358248852|ref|NP_001239951.1)/4.42554e-
096060 | -16886 | 000016 | ; 22101 | SOTEO | . 1321 | transduction;ko04626// | - GO:0005515//protein ; 170franscription factor bHLH35-like [Glycine
4 6 binding
200 Plant-pathogen max]
interaction
GO:00812 | GO:0046872//metal ion 0i[947088885|gb|KRH37550.1];il571476753|
24/[intrinsi binding;G0O:0016651//oxid N " 2
Glyma 8.92E-0 ko04626//Plant-pathoge c oreductase activity, actin eflXP_006587062. 1}/0;0/hypothetical protein
09G073 2805 | - - - - - - 3397 > ;Hlant-pathog Y- acting | 0:0044710 GLYMA_09G073200 [Glycine
8 n interaction component | on " . roani i
200 of NAD(P)H;G0:0016209//a max];PREDICTED: respiratory burst oxidase
L v homolog protein E-like [Glycine max]
membrane ntioxidant activity

20x 20




Glyma.

ko04141//Protein
processing in

G0:0050896//response to

006131 | - . . ; -2.5086 s.ng-g 2458 | endoplasmic . Egd?r?g%%ségg;eslg stimulus;GO:0044267//cellula g;'gfsgfgze ?g\;ﬂ[r\g;gﬁ]lea%%e.1v Oheat
500 reticulum;ko04626//Pla T r protein metabolic process
nt-pathogen interaction
G0:00059
11//cell-ce
Il

oo, | s | e

09G173 11171 0.00081 R } } } 1965 transduction:ko04626// alfintrinsic (30_'901.630.1 inase aining c}omp})un metabolic g||947090375\g |KRH39040.1//0; ypothetica

800 3 Plant-pathogen component activity;G0O:0032550 proce_ss,GO._OpO6_464//celIular protein GLYMA_09G173800 [Glycine max]

. ) protein modification process
interaction of
membrane
;G0:0044
437
ko00230//Purine
metabolism;ko00240//P
yrimidine

Glyma metaboli§m;k001100// . .

OQGZOé 1.4835 3.54E-0 R ) ) ) 2205 Metabolic R ; ; g||94?090939\gb|KRH396[)4.1V0/hypothet|cal

200 . 5 pathways; ko03020/RN protein GLYMA_09G208900 [Glycine max]

A
polymerase;ko04626//P
lant-pathogen
interaction
GO:00312 0i|947091060]gb]KRH39725.1];gi[571478728]r

Glyma 24//intrinsi (3_0:0004672//pr0tein G_O_:0006796//phosphate-c_ont ef|XP7006587651.1|/0;0/hyp_othetical protein

096216 R R 8.34377 3.44E-1 ) ) 4263 ko04626//Plant-pathoge c kinase aining compound metabolic GLYMA_09G216400 [Glycine

200 : 2 n interaction component activity; GO:0032550;GO: process; GO:0006464//cellular max];PREDICTED: probable LRR

of 0016301//kinase activity protein modification process receptor-like serine/threonine-protein kinase
membrane At3g47570 isoform X2 [Glycine max]
ko04075//Plant

Glyma. 0.00124 hormone signal if’iﬁ?ligri/?eﬁ?;;erase 4il955342880]ref[XP_014617928.1//7.75255¢-

09G270 -1.2044 : 6 - - - - 1365 transduction;ko04626// - phospli,(;rus-containing - 114/PREDICTED: cysteine-rich receptor-like

400 Plant-pathogen rouns protein kinase 24 [Glycine max]

interaction group
ko04075//Plant

Glyma. 2.29E-0 hormone signal G0:0044763,;G0:0031326,G 0i[571481338|ref|XP_006588626.1|/0/PREDIC

10G026 -1.035 ) 6 - - - - 2818 transduction;ko04626// - - 0:0006351//transcription, TED: basic helix-loop-helix protein A-like

000 Plant-pathogen DNA-templated [Glycine max]

interaction
0i[571482431|ref|]XP_006588951.1],gi[947084
G0:0036094//small 513|gb|KRH33234.1];gi[571482433ref[XP_00
molecule 6588952.1;i|955345591 ref|XP_014618594.1|
binding;GO:0004672//prot :0i[571482429ref(XP_006588950.1//0;0;0;0;0/
ein kinase PREDICTED: cysteine-rich receptor-like

Glyma activity;G0:1901363;GO: protein kinase 19 isoform X2 [Glycine

106105 1.9431 2.71E-0 ~ R R R 2002 kq04626/{PIant-pathoge ~ 0097159//organic cyclic GO:QQOGL}GM/ceIIuIar protein max]; hypothetical protein .

200 ) 7 n interaction compound modification process GLYMA_10G109200 [Glycine
binding;G0O:0016772//tran max];PREDICTED: cysteine-rich receptor-like
sferase activity, protein kinase 25 isoform X3 [Glycine
transferring max];PREDICTED: cysteine-rich receptor-like
phosphorus-containing protein kinase 24 isoform X4 [Glycine
groups;G0:0032550 max];PREDICTED: cysteine-rich receptor-like

protein kinase 25 isoform X1 [Glycine max]
| : G0:0006796//phosphate-cont .
i;(:)ér;\gs L1516 1.60E-0 1228 Ko04626//Plant-pathoge E_0.0004672//pr0teln aining compound metabolic g||351723241\reﬂNP_00123_7016.1\/0/p_hosph0
o 6 | ) ) ) n interaction ° inase rocess;GO:0006464//cellular enolpyruvate-carboxylase kinase [Glycine
000 activity;G0:0032550 Process, 50 JU0b max]
protein modification process

Glyma GO:00312 | GO:0004672//protein GO:0006796//phosphate-cont | gi[356533862|ref|]XP_003535477.1],gi[734415

10619;3 137747 0.00032 214603 8.70E-0 } } 3052 ko04626//Plant-pathoge 24//intrinsi kinase aining compound metabolic 812|gb|KHN37899.1|/0;0/PREDICTED:

700 i 3 ! 5 n interaction c activity; G0:0032550;GO: process; GO:0006464//cellular receptor-like protein kinase [Glycine

component

0016772//transferase

protein modification process

max];Receptor-like protein kinase [Glycine

20x 20




of

activity, transferring

soja]

membrane phosphorus-containing
groups
i[947086881|gh|KRH35602.1|,gi[571480841|r
ef|XP_006588454.1|;gi[947086882|gb|KRH35
Glyma Eg?ri%?eﬂs?ligtl G0:0004672//protein G0:0006796//phosphate-cont 603.1|/0;0;0/hypothetical protein
1oézsé o306 | 000034 ) ) . i 950 | tanedud o%’koo 16260/ Kimase P aining compound metabolic GLYMA_10G252700 [Glycine
700 . 4 Plant-patho 'en activity:GO:0032550 process; GO:0006464//cellular max];PREDICTED: cysteine-rich receptor-like
interacption 9 /GO protein modification process protein kinase 10-like isoform X1 [Glycine
max]; hypothetical protein
GLYMA_10G252700 [Glycine max]
ko04075//Plant
Glyma. 5.90E-0 hormone signal 0i[356534242|ref|XP_003535666.1|/0/PREDIC
10G253 3.2775 ) 9 - - - - 2615 transduction;ko04626// - - - TED: cysteine-rich receptor-like protein kinase
200 Plant-pathogen 26 [Glycine max]
interaction
Glyma 0i[356536184|ref[XP_003536619.1/0/PREDIC
106263 R R 1.04849 0.00087 162627 2,85E-$ 1670 qu4626/{PIant-pathoge B : : TEp:/pLobab!e LRR rgcelgtor-llke
200 n interaction serlnelt reonine-protein kinase At4g20940
[Glycine max]
ko04075//Plant
Glyma. 39360 hormone signal 0i|359806711ref|[NP_001241548.1|/1.2643%-
11G045 - - - - 1.34784 : 5 1666 transduction;ko04626// - - - 162/LRR receptor-like serine/threonine-protein
700 Plant-pathogen kinase GSO2-like precursor [Glycine max]
interaction
fl'g[’)‘gé 143109 | 0:00272 i i . . 1480 | k004626//Plant-pathoge | _ G0:0046872//metal ion i 0i[734423154|gb|KHN42075.1//2.89802¢-135/
500 . 5 n interaction binding Calmodulin-like protein 1 [Glycine soja]
Glyma. . y 0i[359807401ref|NP_001241130.1//0/LRR
11G073 - - - - 1.5327 1.368 g 1986 mgfii%;:am pathoge - - - receptor-like serine/threonine-protein kinase
800 GSO1-like precursor [Glycine max]
gi[734414229]gb|KHN37217.1];gi[947077133]
gb|KRH25973.1];gi[571493480|ref|XP_006592
565.1|;gi[571493478|ref|XP_006592564.1|/0;0;
0;0/G-type lectin S-receptor-like
. " serine/threonine-protein kinase [Glycine
G0:0016301//kinase . N .
Glyma. g L A G0:0009987//cellular soja] ;hypothetical protein
12G143 | -2.3424 °'°°°5§ - - - - 2742 E‘}g;‘;ﬁ%ﬁ:}am pathoge | :icrt‘lm);feo.0004672// Prot | process:GO:0006464//cellular | GLYMA 12G143000 [Glycine
000 activity: GO:0032550 protein modification process max];PREDICTED: G-type lectin
Y0 S-receptor-like serine/threonine-protein kinase
SD1-1 isoform X3 [Glycine
max];PREDICTED: G-type lectin
S-receptor-like serine/threonine-protein kinase
At4927290 isoform X2 [Glycine max]
Shyma | Lape | 000330 ) ) ) ) Jo39 | ko0AG26/Plant-pathoge | GO:0016301//kinase G0:0006464//cellular protein %‘Eéléjjgs?gfefgxnf;—eogf;izfgk?n;‘s’g’ PREDIC
700 8 n interaction activity; GO:0032550 modification process CDL1-like [Glycine max]
0i|955351956|ref|XP_014619794.1|;gi|947077
G0:0010087//phloem or 612|gb|KRH26452.1];gi[351725463refNP_00
) A xylem 1237605.1;i|955351954|ref|XP_014619793.1
Glyma. 1.28E-1 K004626//Plant-pathoge G0:00444 22622%25;(25(20.0004672 histogenesis; GO:0006464//cel 10;0;0;0/PREDICTED: protein kinase family
12G175 -1.6315 . 0 - - - - 2971 n interaction pathog 40 : agtivit -GO:0019899//enz lular protein modification protein isoform X3 [Glycine max];hypothetical
300 Y, GO rocess; GO:0006796//phosph rotein GLYMA_12G175300 [Glycine
me bindin P Phosp p by 4
Y 9 ate-containing compound max];protein kinase family protein precursor
metabolic process [Glycine max];PREDICTED: protein kinase
family protein isoform X2 [Glycine max]
K004075//Plant G0:0006796//phosphate-cont gi[955355212|ref[XP_014620518.1/;gi|571494
Glyma hormone sianal GO:0004672//orotein aining compound metabolic 369)ref|XP_006592830.1]/0;0/PREDICTED:
12{;195 12085 0.00195 } } R R 2860 trans ductiog'koo 4626/ R kinése P process; GO:0006464//cellular G-type lectin S-receptor-like
500 : 3 Plant-pathoden activity;GO:0032550 protein modification serine/threonine-protein kinase At2g19130

interaction

process; GO:0008037//cell
recognition

isoform X1 [Glycine max];PREDICTED:
G-type lectin S-receptor-like

20x 20




serine/threonine-protein kinase At2g19130
isoform X2 [Glycine max]

G0:0006796//phosphate-cont

O | woroes | 24E1 | pgi7es | B92E0 s047 | ko04626/Plantpathoge EO0004672ffprotein aining compound metabolic 4i[047069467|gb|KRH18358.1)/0/hypothetical
' X - - - - . . - Inase . . i i
700 6 6 n interaction activity:G0:0032550 proce_ss,GO._OQOG_464/lcelIular protein GLYMA_13G053700 [Glycine max]
! protein modification process
. . G0:0006796//phosphate-cont .
Glyma. G0:0004672//protein >~ : 0i[351727166|ref|NP_001238431.1//0/FERONI
éggom -2.8374 1.24E (7) -2.5232 0'0001; - - - - 2535 mggﬁgﬁg}am pathoge - kin_as,_e . ;LZ?Q%;%@SEQE ArEZt/?Ee[illlucl ar A receptor-like kinase precursor [Glycine
activity; GO:0032550 . A max]
protein modification process
;;5(/)/3:;1:& G0:0044036//cell wall gi|947069872\gb|KRH18763..1\;gi\947[?69871|g
Clyma. 0.00087 ko04626//Plant-path d G0:0005539//g! i lecule metaboli bIKRH18762.1//0;0/hypothetical protein
13G080 | -15216 | - - - - - - 1185 | <CpedTTANtpatioge | ¢ “000539/glycosamino | - macromoleculte metaofic GLYMA_13G080700 [Glycine
700 4 n interaction component glycan binding process; GO:0002376//immun max];hypothetical protein
of & system process GLYMA _13G080700 [Glycine max]
membrane
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. 21850 L4260 meettzl;zllliscm,komlooll gil955358201[ref[XP_014621131.1/0/PREDIC
13G184 -1.6136 ) 6 - - -1.7479 0.00035 -1.9949 : 5 4261 pathways;ko03020//RN - - - TED: putative disease resistance protein
800 A ’ At3914460 isoform X1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. 1.57E-0 mettagmli's ikooLioor i1947071732/gb|KRH20623.1}/0/hypothetical
57E- etabolic gi g . ypothetical
éggwo -2.2244 7] - -1.9935 | 000074 | -20565 | 0.00053 3735 pAathways;k003020//RN - - - protein GLYMA_13G190000 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. 000317 etabolsm ko01100// 4if356546346ref[XP_003541587.1J0/PREDIC
13G195 -1.4096 : 9 - - - - - - 3826 pathways:ko03020//RN - - - TED: pmgtive disease resisl_ance RPP13-like
600 A " protein 1 isoform X1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
Glyma. ko04626//Plant-path G?iq?1i772/?faf15fefa$e ggfgzg;ﬁ]ﬁéﬁzﬂfﬁ;&&‘jﬁim i1947074694|gb|KRH23585.1|/0/hypothetical
136365 | - - - - 139809 | 000012 | 154189 | 000031 1531 | Kopi62GPlantpathoge | activiy, ransferting process;GO:0051301/cell DiS4TO7AGS b KRH23685 L Wy potheic
200 n interaction phosphorus-containing division;GO:0001101//respon protein - [Glycine max]
groups ; N
se to acid chemical
9i[947066158]gb|KRH15301.1,gi[571508197|r
ef|XP_006595955.1|;gi[356553923ref[XP_003
545300.1/;0i/571508200|ref|[XP_006595956.1|/
G0:0016301//kinase 0;0;0;0/hypothetical protein
Glyma activity; GO:0032550;GO: GLYMA_14G080100 [Glycine
14G080 17885 2.52E-0 | _ R R R ~ ~ 2915 | ko04626//Plant-pathoge | 0016772//transferase G0:0006464//cellular protein max];PREDICTED: mitogen-activated protein
100 . 5 n interaction activity, transferring modification process kinase kinase kinase 1-like isoform X2

phosphorus-containing
groups

[Glycine max];PREDICTED: MAP kinase
kinase kinase mkh1-like isoform X1 [Glycine
max];PREDICTED: mitogen-activated protein
kinase kinase kinase YODA-like isoform X3
[Glycine max]

20x 20




Glyma.

ko04626//Plant-pathoge

0i|947067578|gb|KRH16721.1|/0/hypothetical

0.00105
135173 -1.7206 8 B B - 909 | interaction : - - protein GLYMA_14G173100 [Glycine max]
ko04075//Plant
Glyma. hormone signal . . 0i|356552929|ref|XP_003544814.1|/0/PREDIC
14G178 | - - - - 12401 | 0.0004 1985 | transduction;ko04626// | - ﬁ?&?ﬁgsmﬂ protein - TED: transcription factor bHLH96-like
000 Plant-pathogen [Glycine max]
interaction
Glyma. 0i[571511306]ref|XP_006596398.1//0/PREDIC
14G186 -1.5149 0'006:% - - - 4349 Eoi?]:l;ﬁ{{srllam-pathoge - - - TED: probable disease resistance protein
600 At4g27220 [Glycine max]
Glyma. i1955362015|ref[XP_014622020.1//0/PREDIC
1G1s | 275 | 5L - - - 2634 | Ko04626/Plant-pathoge | - - T dhanss s protein HpLa ke
0 n interaction R
400 [Glycine max]
G0:0009642//response to
light
intensity;GO:0006952//defens
e
response; GO:0010038//respo
nse to metal
ion;GO:0001101//response to
’ acid .
Shma e 20580 ) ) ) a5 | KovaB26iPlant-pathoge | SO0 0. 00a687211metal ion chemical;G0:0000302//respo g;'f’sgisgfgﬁEg‘ﬁfo—gfai“flfi”ﬂ’ e
800 n interaction ane binding nse to reactive oxygen protein CML18 [Glycine max]
species; GO:0009908//flower
development;GO:0009725//re
sponse to
hormone;G0:0048571//long-
day
photoperiodism;G0:0051171/
Iregulation of nitrogen
compound metabolic process
G0:0098542//defense
. - response to other
Glyma ggd?::%g?s’c/n:ﬂjf ad | organism,GO:0006351/Mranse | _
15G003 R R 3.0234 6.87E-0 R 1619 qu4GZG/{PIant-pathoge B factor ription, g||947060391\gb|KR H09652.1V0/hypothet|cal
300 5 n interaction activity;GO:0003677//DN DNA-tempIated;GQ:OOlOO% protein GLYMA_15G003300 [Glycine max]
Sy IIresponse to organic
A binding Py
substance;GO:0050789//regul
ation of biological process
k004075//Plant 0i[947060425]gb|KRH09686. 1 9i[356558556]r
Glyma. hormone signal . . ef|XP_003547571.1|/0;0/hypothetical protein
156005 | 21038 | 97D ; ; : 1203 | transductionko04626// | - bGiSd?r?:S515” protein . GLYMA_15G005100 [Glycine
100 Plant-pathogen max];PREDICTED: transcription factor
interaction bHLH18-like [Glycine max]
9i[947060712|gb|KRH09973.1gi[571514932|r
Glyma. o082/ /Plant-oath GO:0004672//protein GO0016310//phosphorylatio | PP -0085977S. W0:0/ypothetical protein
156021 | -10055 | 000033 - - - 3188 | KD4626/Plant-pathoge | Kinase n,GO:0006464//cellular GLYMA_156021300 [Glycine
300 n interaction activity;GO:0032550 protein modification process max],PREDICT_ED. putaglve_leucme»nch
! repeat receptor-like protein kinase At2g19210
[Glycine max]
G0:00312 G0:0034220//ion
24/fintrinsi transmembrane .
%gg;s 1.45455 0.00202 2578 ko04626//Plant-pathoge c G0:0005267//potassium transport; GO:0051707//respo %'55}525040““‘)(? —006598.906'1‘/0/PRED|C
’ 1 ) ) ) n interaction component | channel activit nse to other - putative cyclic nucleotide-gated ion
400 p Y . channel 13 [Glycine max]
of organism;G0:0030001//metal
membrane ion transport
Shme | s | 750E0 . . i aag7 | Ko04626/Plant-pathoge | X X gil947057171gb|KRHO6577.1|/0/hypothetical
700 ) 5 n interaction protein GLYMA_16G031700 [Glycine max]

20x 20




ko00230//Purine
metabolism;ko00240//P
yrimidine
metabolism;ko01100//

4il947058822|gb|KRH08228. 1];0i|947058821]g

Glyma. g " . b|KRH08227.1|/0;0/hypothetical protein
166137 | -3.0028 | 200F g - - - - - - 3711 ’\{alf:;\kl);)hsc'koofiom /RN - g%g?fsog%” response to GLYMA_16G137300 [Glycine
300 g\ Vs max]; hypothetical protein
polymerase;ko04626//P GLYMA_16G137300 [Glycine max]
lant-pathogen
interaction
166'3(’3”1‘32 Laee3g | 000572 | ) ) ) i i aoa5 | K004626//Plant-pathoge ) ) 4il947059346|gb|KRH08752.1/0/hypothetical
100 i 9 n interaction protein GLYMA_16G172100 [Glycine max]
Glyma. . .
R R 2.07E-0 9.27E-0 3.96E-0 ko04626//Plant-pathoge R R 0i|947059385|gb|KRH08791.1|/0/hypothetical
185174 282197 9 3.5381 6 2.91755 6 1314 n interaction protein GLYMA_16G174400 [Glycine max]
Glyma. 0i|947059386|gb|KRH08792.1/0/hypothetical
166174 | - - 263316 | 2741 | 380368 | 2%EL | 543608 | LI8EL 1608 | K004626/Plant-pathoge - - protein GLYMA_16G174500, partial [Glycine
6 3 6 n interaction
500 max]
ko04141//Protein
Glyma. 3.91E-0 processing In GO:0005515//protein GO:0050896//response to gil571529336]ref[XP_006599549.1}/0/PREDIC
16G178 - - - - -2.5748 8 - - 2787 endoplasmic binding;GO:0032550 stimulus;GO:0044267//cellula TED: heat shock protein 83-like [Glycine max]
800 reticulum;ko04626//Pla e r protein metabolic process :
nt-pathogen interaction
G0:0036094//small 0i|947059794]|gb|KRH09200.1[; gi|947059792]g
molecule b|KRH09198.1;gi|356561745]ref|XP_0035491
Glyma binding;GO:0004672//prot 39.1)/1.83213e-162;0;0/hypothetical protein
16)&20'2 413681 2.07E-0 R ) ) ) R R 2553 ko04626//Plant-pathoge ein kinase G0:0006464//cellular protein GLYMA_16G202400 [Glycine
200 . 9 n interaction activity;G0:1901363;GO: modification process max]; hypothetical protein
0097159//organic cyclic GLYMA_16G202400 [Glycine
compound max];PREDICTED: cysteine-rich receptor-like
binding;GO:0032550 protein kinase 10 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma metabolism;ko01100//
. _ _ 1.70E-0 R R _ ~ Metabolic . G0:0050896//response to gi[947060012|gb|KRH09418.1/0/hypothetical
éggzu 3.12897 6 3135 | athways:ko03020//RN G0:0032550 stimulus protein GLYMA_16G214600 [Glycine max]
A
polymerase; ko04626//P
lant-pathogen
interaction
Glyma. y G0:0004672//protein ) ; 0i[356562682|ref|XP_003549598.1|/0/PREDIC
17G085 - - - - - - 1.37737 0.00018 2698 mggﬁ%&:ﬁm pathoge kinase angd[.)f?gg.f:/ lz;glclsslsar protein TED: L-type lectin-domain containing receptor
000 activity;G0:0032550 P kinase S.1-like [Glycine max]
ko04075//Plant
3 i " G0:0006796//phosphate-cont
Syma | s | 00004 | ) ) ) ) ) gg | pormone signal o6t SO:0004672ffprotein aining compound metabolic 4i[047054816/gb|KRH04269.1)/0/hypothetical
400 . 6 Plant-patho ’en activity: GO:0032550 process; GO:0006464//cellular protein GLYMA_17G150400 [Glycine max]
: pathog Y60 protein modification process
interaction
ko04075//Plant
Glyma. hormone signal G0:0004672//protein . . gi[571536659|ref[XP_003550928.2|/0/PREDIC
176150 | -aonz | 000360 | ; ; ; . : 2166 | transduction;ko04626// Kinase GO:go06ABA/Icellular protéin | TED: probable L type lectin-domain
600 Plant-pathogen activity;G0:0032550 P containing receptor kinase S.7 [Glycine max]
interaction
Glyma. : g gil947055314|gb|KRH04767.1|/1.54976¢-111/
176185 | -18004 | 000211 | . - 625267 | 226E0 | . - 516 | K004626//Plant-pathoge - - hypothetical protein GLYMA,_17G185300
1 9 n interaction N
300 [Glycine max]
Glyma. . ko04075//Plant ' ) G0:0006796//phosphate-cont | gi|955377781|ref[XP_014624839.1|/0/PREDIC
17G187 -1.0292 4.88E g - - - - - - 2779 hormone signal iﬁ\z?lgsglééggggz aining compound metabolic TED: probable inactive leucine-rich repeat
200 transduction;ko04626// B0 process; GO:0006464//cellular receptor-like protein kinase At3g03770

20x 20




Plant-pathogen
interaction

protein modification process

[Glycine max]

Glyma.

GO0:0016772//transferase

4il955382928]ref|XP_003552842.3//0/PREDIC

186026 | 1234 | ZO8E4 | gg77 | 4BBE3 1 o577 | O8ED | 33500 | 0.00107 1413 | Ko04626/Plant-pathoge | activity, transferring - TED: putative serinefthreonine-protein
6 7 9 n interaction phosphorus-containing " " . "
900 groups kinase-like protein CCR3 [Glycine max]
ko04075//Plant
- . . G0:0006796//phosphate-cont
Glyma. 0.00170 hormone signal G0:0004672/fprotein aining compound metabolic 4il947048945|gb|KRG8473.1)/0/hypothetical
18G076 1.01857 - - - - - - 1764 transduction;ko04626// - kinase Py . "
1 A process; GO:0006464//cellular protein GLYMA_18G076200 [Glycine max]
200 Plant-pathogen activity; GO:0032550 : A
. y protein modification process
interaction
Glyma. 0i|947049105|gb|KRG98633.1)/5.16573e-129/
18G091 | - - -2.3481 0'00035 ; ; 28488 | 0.00028 2859 | Kk004626//Plant-pathoge | ; ; hypothetical protein GLYMA_18G086300
n interaction -
800 [Glycine max]
Glyma. . .
7.39E-2 6.09E-2 ko04626//Plant-pathoge 0i|947050770|gh|KRH00299.1|/0/hypothetical
225204 ° ° ° ) 5.08732 7 | 640279 8 8138 | interaction B : : protein GLYMA_18G204500 [Glycine max]
G0:0016301//kinase
ﬁcﬁl‘(’)'ltg’c;ﬁg:°°36094”5ma gil571548055]ref|XP_006602745.1;gi947051
Glyma. : . y Aliratied) . 019|gb|KRH00548.1|/0;0/PREDICTED:
18G219 26256 6.49E-1 R ; ; ; 3.43879 9.85E-0 2944 qu4626/{PIant pathoge B b.mdlpg,G0.0004672//prot G0.004§237//ceIIuIar cysteine-rich receptor-like protein kinase 7
1 5 n interaction ein kinase metabolic process : v ! . .
800 ARG ~A. isoform X1 [Glycine max];hypothetical protein
activity; GO:1901363,GO: GLYMA _18G219800 [Glycine max]
0097159//organic cyclic = V!
compound binding
G0:00432
Glyma. Ko04626//Plant-pathoge ﬁﬁ’é‘?"“e GO:0005085//guanyl-nucl ggr:ggegizmso:ooogssw "o | giloa7051053]gb|KRH00582.1/1.48183e-178/
185221 - - - - 2.33321 0.00077 - - 2001 n interaction membrane ;g:;gs exchange factor development;GO:003201L//A Fé/;lmé?:;lrc:alflrotem GLYMA_18G221400
-bounded 4 RF protein signal transduction 4
organelle
%‘é’;‘ge so116 | 487ES | i i i 63361 | 2091 435 | ko04626//Plant-pathoge | i i 0i[947051119|gb|KRH00648. 1}/0/hypothetical
300 } 2 ) 3 n interaction protein GLYMA_18G226300 [Glycine max]
G0:0036094//small
%'é”z‘;‘e doazg | LIE2 | ) 83636 | LSOED a7 | 37TSEL 1058 | ko04626//Plant-pathoge | _ mldeiﬁzl-eeo-oognsg//mga ) gil947051121|gb|KRH00650.1/0/hypothetical
500 5 6 3 3 n interaction nic cyclic compound protein GLYMA_18G226500 [Glycine max]
binding;G0O:1901363
G0:0036094//small
%'é”z‘;‘e ooios | 2434 | ) asi1 | USSEO | a0 | 288EL eoap | Ko04626//Plant-pathoge | mldeiﬁzl-eeo-oognsg//mga ) 4il947051124|gb|KRH00653.1/0/hypothetical
800 5 7 2 n interaction nic cyclic compound protein GLYMA_18G226800 [Glycine max]
binding;G0O:1901363
(13;3(’3”2‘2‘6 90754 | L9BEL | i i i B A 4664 | Ko04626//Plant-pathoge | i i 4i|947051125|gb|KRH00654.1}/0/hypothetical
200 . 6 n interaction protein GLYMA_18G226900 [Glycine max]
Glyma. . " G0:0006796//phosphate-cont . .
R R R } 7.90E-0 R R ko04626//Plant-pathoge R G0:0004672//protein L . 0i|947051816|gb|KRH01345.1|/0/hypothetical
186270 3.77425 8 2730 n interaction kinase activity aining compound metabolic protein GLYMA_18G270800 [Glycine max]
800 process
Glyma. y gi[571549792|ref[XP_003551801.2/0/PREDIC
18G281 | 1.61515 0'0024‘1‘ - - - - - - 4047 ﬁﬂggﬁg:&'}am pathoge | - - TED: probable disease resistance protein
700 At4g27220 [Glycine max]
Glyma. ’ y gi[571549977|ref[XP_006603027.1//0/PREDIC
18G287 - - -2.3485 5028 g - - - - 3158 k0_04626/{PIant pathoge - - - TED: disease resistance protein RPP13-like
n interaction .
000 [Glycine max]

20x 20




Glyma.

4il947039863]gb|KRG89587.1],0i|734395097]g
bJKHN28802.1)/2.21565€-122;3.13952¢-127/h

206034 | 6.78477 1'36E'§ . ; ; ; . . ; 828 E"i?:fé%;'f”"pa‘“"ge ; ; ypothetical protein GLYMA_20G034200
200 [Glycine max];Putative calcium-binding
protein CML45 [Glycine soja]
ko04075//Plant . .
coomorratnssess | coomrsspmopmecon | SEIBIADE T s T
20G132 - - - - -1.0367 0.00092 - - - 1141 transduction;ko04626// ! L= aining compound metabolic . o .
phosphorus-containing receptor kinase 1-like isoform X1 [Glycine
400 Plant-pathogen process
. ) groups max]
interaction
Sg{)”ggo 1ag0a | 000050 | ) ) ) i i ) Jsgo | K004626//Plant-pathoge ) ) 4il947038196|gb|KRG88521.1)/0/hypothetical
0 . 7 n interaction protein GLYMA_U008900 [Glycine max]
Glyma. . .
1.07E-2 1.69E-2 ) ) R 2.00E-1 ko04626//Plant-pathoge ; ; 0i|947038195|gb|KRG88520.1|/0/hypothetical
(L]‘IOOSBO 5.37147 2 5.18968 4 10.5015 0 1738 n interaction protein GLYMA_U008800 [Glycine max]
Glyma. G0:0003677//DNA
Oeélzs R R R ; ; ; B 7.82888 9.42E-0 1743 ko04626//Plant-pathoge binding;G0:0001071//nucl G0:0006351//transcription, 0i[959092742|ref|[NP_001304644.1|/0/probable
600 : 6 n interaction eic acid binding DNA-templated WRKY transcription factor 53 [Glycine max]
transcription factor activity
Glyma. ’ y ) . ' ’ 0i[351727589|ref|NP_001236910.1//1.00985e-
106002 | - . . ; ; ; . 750311 | 850F g 1062 E‘}gfgﬁgﬁ;’fm pathoge Eigd?r?‘wm” metal ion Gé?‘%%ﬁ?:ﬁ”:ief]‘;’l‘i‘i messen | 1 02/uncharacterized protein LOC100526987
200 9 g 9 9 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
metabolism;ko01100// .
Glyma. . ’ . 3 S . gi|955374830|ref|XP_003548883.2|/0/PREDIC
166137 | 306089 | *%6E0 | 53195 | 336E0 | - 3371 | 22E0 | G751 | LOOEL | 555 | Metabolic - GO:0050896//response to TED: TMV resistance protein N-like [Glycine
5 6 6 6 pathways; ko03020/RN stimulus
600 A max]
polymerase;ko04626//P
lant-pathogen
interaction
Glyma. G0:0003677//[DNA
16)(;026 R R R } } } B 5.61978 6.51E-1 1825 ko04626//Plant-pathoge binding;G0O:0001071//nucl G0:0006351//transcription, 0i|918463837|gb|ALA09263.1)/0/WRKY
200 : 1 n interaction eic acid binding DNA-templated transcription factor, partial [Glycine max]
transcription factor activity
Glyma. ’ y 0i[356532095]ref|XP_003534609.1//0/PREDIC
09G005 - - - - - - - 5.51639 5.20E g 1942 Eoigfeeri%;:am pathoge - - TED: probable WRKY transcription factor 31
700 [Glycine max]
0i[356575757|ref[XP_003556003.1];gi[947041
Glyma. g g G0:0016301//kinase 445|gb|KRG91169.1|/0;0/PREDICTED:
206137 | - . . ; ; ; . 532005 | LO7E g 2338 :ﬁg;‘;ﬁgi{;ﬂam pathoge activity;GO:0004672//prot | - putative receptor-like protein kinase
900 ein kinase activity At4g00960 [Glycine max];hypothetical protein
GLYMA_20G137900 [Glycine max]
0i[955340766]ref[XP_006587157.2],gi[955340
K004075//Plant 768|reﬂXP_014617538.1_\/0;0/PREDICTED:
Glyma. hormone signal G0:0004672//protein . prqbable LRR receptu_r-llk_e
. 1.33E-1 o e G0:0006464//cellular protein serine/threonine-protein kinase At1956130
09G099 - - - - - - - 498321 3235 transduction;ko04626// kinase e : N " 8
1 A modification process isoform X1 [Glycine max];PREDICTED:
900 Plant-pathogen activity; GO:0032550 | liki
interaction probable LRR receptor-like
serine/threonine-protein kinase At1g56130
isoform X2 [Glycine max]
Glyma. 3 y gi[571491619|ref|XP_006591996.1)/0/PREDIC
126011 | - . . ; ; ; . 485084 | O67F ; 3530 E"ig;‘eeégggrm pathoge ; ; TED: disease resistance protein RPP13-like
700 [Glycine max]
G0:0006796//phosphate-cont gi[571444460|refXP_006576519.1/;gi|571444
Glyma. g g G0:0004672//protein aining compound metabolic 463|ref|XP_006576520.1|/0;0/PREDICTED:
03G054 | - . . ; ; ; : arrres | LEOED | gpg | koDUGZGUPlatpathoge Kinase process:GO:0006464//cellular | G-type lectin S-receptor-like
900 activity;G0:0032550 protein modification serine/threonine-protein kinase At4g27290

process; GO:0008037//cell

isoform X1 [Glycine max];PREDICTED:

20x 20




recognition

G-type lectin S-receptor-like
serine/threonine-protein kinase At4g27290
isoform X3 [Glycine max]

Glyma. ’ y 0i|955374835ref|XP_003547976.2)/0/PREDIC
166137 | 191235 | 000012 | - - - - - a77561 | TO6E0 | 1geg | Ko04626/Plant-pathoge | - - TED: TMV resistance protein N [Glycine
1 6 n interaction
200 max]
Glyma. g 0i[356539680|ref|XP_003538323.1|/0/PREDIC
116163 | - - - - - - - - 473518 | 0001 | 2355 | Ko04620/Plant-pathoge | - - TED: probable WRKY transcription factor 25
n interaction -
300 [Glycine max]
G0:0036094//small
Glyma. g molecule 0i[955328410|ref|XP_014632873.1|/0/PREDIC
07G078 | - - - - - - - - 440047 | 000015 | 3561 | Ko04626//Plant-pathoge | binding;GO:0097159//orga | - TED: disease resistance protein RPS2-like
n interaction . . .
000 nic cyclic compound [Glycine max]
binding;G0:1901363
Glyma. y y . ) gi[351721210|ref|NP_001236178.1)/6.40392e-
04G078 | - - - - - - - - 420879 | 19EQ | g5y | Ko04626/Plant-pathoge | G0:0046872//metal ion - 110/uncharacterized protein LOC100527700
5 n interaction binding .
400 [Glycine max]
Glyma. 0i[356555684|ref|XP_003546160.1)/0/PREDIC
156110 | - - - - - - - - 420237 | 00001 | 2099 | K004626/Plant-pathoge | - - TED: probable WRKY transcription factor 31
n interaction .
300 [Glycine max]
. : G0:0006796//phosphate-cont . .
Glyma. 6.33E-0 Ko04626//Plant-pathoge GQ.DOD4672//pr0!em aining compound metabolic g||73l441§477\gb|KHN36922.l1|/0/Putat|ve
13G266 - - - - - - - - 4.22161 5 3569 n interaction - kinase process;GO:0006464//cellular leucine-rich repeat receptor-like
100 activity; GO:0032550 protein modification process serine/threonine-protein kinase [Glycine soja]
Glyma. ’ y 0i[356547045]ref|XP_003541928.1]/1.29939-
136303 | - - - - - - - - 415709 | S46E g 965 E"iggﬁg{ﬂam pathoge | - - 69/PREDICTED: calcium-binding protein
900 PBP1-like [Glycine max]
Glyma qi[571472730Jref[XP_006585700.1//0/PREDIC
. R R 1.93E-1 5.74E-1 R B 2.23E-1 ko04626//Plant-pathoge B G0:0016301//kinase G0:0006464//cellular protein TED: probable inactive leucine-rich repeat
235229 1.83596 0 212347 1 4.08162 4 3020 n interaction activity; GO:0032550 modification process receptor-like protein kinase At3g03770
[Glycine max]
GO0:0016772//transferase .
Glyma. : g g . ’ y o : gil571464153]ref|XP_006582973.1|/0/PREDIC
orGoon | 220703 | MO'ED | amsere | ZOTE1 | 31603 | 95D | saeor | 400D | aosezz | BIEL | g0 | KoOAG26Pantpathoge | activity, tansferring - TED: U-box domain-containing protein
400 grougs 9 35-like isoform X1 [Glycine max]
G0:00059
ko04075//Plant 11//cell-ce i .
Glyma. 0.00065 L7780 hormone signal Il GO:0004672//protein G&"%%?“fi{g 000302 | 9i571545655IrefiXP_003551216.2J0/PREDIC
18G141 -1.3615 : 5 - - - - - - 4.055 . 5 2617 transduction;ko04626// junction;G kinase ?/res ponse)xlto rea'ctive- oxygen TED: cysteine-rich receptor-like protein kinase
500 Plant-pathogen 0:001602 | activity;GO:0032550 . ec?es e 2 [Glycine max]
interaction 0//membra P
ne
Glyma Eg?r‘ﬂi”s F:g';gtl 4i[734424424]gb|KHN42652. 1|:gil947129438|
016204 | - - - - - - - - aoze1 | 39D | 1572 | wansauctionkoodszer | - - - OhlKRHT7282. 7242 1981 S61le ATT/Prot
400 Plant-pathogen en I’ [Glycine sojal;hypot etica
: N protein GLYMA_01G204400 [Glycine max]
interaction
0i[571463975|ref|XP_006582888.1]gi[955328
256]ref[XP_014632820.1|/0;0/PREDICTED:
. . G0:0006796//phosphate-cont probable LRR receptor-like
g;)ér;; R R R } } } R R 4.01405 1.43E-0 3329 ko04626//Plant-pathoge R Eiga.gé)04672//proteln aining compound metabolic serine/threonine-protein kinase
100 . 5 n interaction activity: GO:0032550 process; GO:0006464//cellular At4g29180-like isoform X1 [Glycine
Y60 protein modification process max];PREDICTED: probable LRR
receptor-like serine/threonine-protein kinase
At4929180-like isoform X2 [Glycine max]
ko04075//Plant
Glyma. hormone signal . " . .
6.48E-0 >4 G0:0016301/kinase gi|947090495|gb|KRH39160.1/0/hypothetical
09G182 - - - - - - - - 3.98403 1785 transduction;ko04626// - . - . ;
200 5 Plant-pathogen activity protein GLYMA_09G182200 [Glycine max]

interaction

20x 20




Glyma.

G0:0001071//nucleic acid
binding transcription

G0:0050896//response to

08G142 | 13ms03 | 000458 - - as0ms9 | MOIET | g0s9 | KoOU626NPlantpathoge | factor stimulus;GO:0006351/transcr gﬂiﬁiﬁgfg@%ﬁ’ﬁ%ﬁfg‘u1" 1.44336e-110/
400 activity;G0O:0003677//DN iption, DNA-templated
A binding
G0:0003677//[DNA .
Glyma. A ! - 0i[356513295]ref|XP_003525349.1)/0/PREDIC
056215 | - - - - 390576 | 000018 | 1807 | K004626/Plant-pathoge | binding;G0:0001071//nucl | - GO:0006351/ranscription, TED: probable WRKY transcription factor 41
200 n interaction eic a(:ld_ h_lndlng » DNA-templated [Glycine max]
transcription factor activity
ko04075//Plant .
- . ! 0i[356526421|ref|XP_003531816.1)/0/PREDIC
ongs | - - - - 30501 | 000738 | 3545 | vamsductionoossze | - Kinasg " 2prten G0:0006464//cellular protein | TED: probable LRR receptor-like
900 Plant-pathogen activity:G0:0032550 modification process §er|ne/lhreon|ne-prole|n kinase At1g56130
interaction ! isoform X1 [Glycine max]
Glyma. . 0i|947117339|gb|KRH65588.1/0/hypothetical
03G047 | - - ; ; 3.78387 8'11E'g 2490 E"iggﬁgﬁr’f”"pa‘h"ge - - S%B?fsog%” response to protein GLYMA_03G047700, partial [Glycine
700 max]
G0:00312
24//intrinsi . . G0:0006796//phosphate-cont 0i|955349679|ref|XP_014619378.1|/0/PREDIC
fllér(r)\;s R R ; ; 370245 2.53E-0 4601 k0_04626/{PIant-pathoge c Eif])a.ggmenllpmtem aining compound metabolic TED: probab_le LRR rgcep_tor-like
200 . 5 n interaction component activity:G0:0032550 process; GO:0006464//cellular serine/threonine-protein kinase At4g36180
of s protein modification process [Glycine max]
membrane
ko00230//Purine
metabolism; ko00240//P 0il947058663|gh|KRH08069.1];i|947058664|g
yrimidine b|KRH08070.1;i|947058662|gh[KRH08068.1
Glyma metatéollism;koollooll " 1/0;0;0/hypothetical pro[teiln
i 4.64E-0 Metabolic . GO:0050896//response to GLYMA_16G127900 [Glycine
385127 ° ° ) ) 3.69577 g | ™18 pathways;ko03020//RN B GO:0032550 stimulus max];hypothetical protein
A GLYMA_16G127900 [Glycine
polymerase;ko04626//P max]; hypothetical protein
lant-pathogen GLYMA_16G127900 [Glycine max]
interaction
9i[571435020|ref|XP_006573359.1],gi[947128
048|gb|KRH75902.1];i[571435014]refXP_00
6573356.11;0i[947128051|gb|KRH75905. 1];gil9
47128060|gb|KRH75914.1)/0;0;0;0;0/PREDIC
. TED: G-type lectin S-receptor-like
ko04075//Plant ;gfogg;geolﬁzofﬁgzgﬁim serine/threonine-protein kinase At4g27290
Glyma. hormone signal G0O:0004672//protein proce%s-GCEOOOGAGM/ceIIular isoform X2 [Glycine max];hypothetical protein
01G117 - - - - 3.67399 0.00036 4216 transduction;ko04626// - Kkinase protein 'modlification GLYMA_01G117900 [Glycine
900 Plant-pathogen activity;G0:0032550 rocess:GO:0008037//cell max];PREDICTED: G-type lectin
interaction Eecogni{ion : S-receptor-like serine/threonine-protein kinase
At4g27290 isoform X1 [Glycine
max]; hypothetical protein
GLYMA_01G117900 [Glycine
max]; hypothetical protein
GLYMA_01G117900 [Glycine max]
G0:0098542//defense
response to other
Glyma. Ko04626//Plant-pathoge gggig'i’:‘é;%oommw TeSPO | 4il918463825]gb|ALA09257.1//8.85387e-180/
gggozs - - -4.0866 0.00042 3.67244 0.00039 1692 n interaction - - substance;G0:0050789//regul x]v;]KY transcription factor, partial [Glycine
ation of biological
process; GO:0009987//cellular
process
Glyma. 0i|947051977|gb|KRH01506.1|/0/hypothetical
18G281 | - - - - 367154 | 0.00016 | 3793 ﬁﬂggﬁg{g’:}am’pa‘h"ge - - - protein GLYMA,_18G2816002, partial
600 [Glycine max]
Glyma ko04075//Plant G0:00329 G0:0005102//receptor G0:0006984//ER-nucleus 0i[356510695|ref|XP_003524071.1//0/PREDIC
p hormone signal 91//macro binding;G0O:0032550;GO0: signaling TED: BRASSINOSTEROID INSENSITIVE
gg(cj;ng ° ° -3.3414 0.00015 3.57315 0.0002 2761 transduction;ko04626// molecular 0004672//protein kinase pathway;G0:0009620//respon 1-associated receptor kinase 1-like [Glycine
Plant-pathogen complex;G activity; GO:0046983//prot se to max]

20x 20




interaction 0:004323 ein dimerization activity fungus;G0:0040007//growth;
1lintracell G0:0010260//organ
ular senescence;G0:0002239//resp
membrane onse to
-bounded oomycetes;GO:0009617//resp
organelle; onse to
GO0:00312 bacterium;GO:0006605//prote
24//intrinsi in
c targeting;G0O:0048580;G0:00
component 06796//phosphate-containing
of compound metabolic
membrane process; GO:0010243//respons
e to organonitrogen
compound;G0:0002252;GO:
0043401//steroid hormone
mediated signaling
pathway;GO:0006464//cellula
r protein modification
process; GO:0009626//plant-ty
pe hypersensitive response
Ko04070//Phosphatidyli gﬁlﬁ?éii G0:0001071//nucleic acid G0:0002831;G0:0010337//re 0i|947093104|gb|KRH41689.1/;gi[356524378|r
Glyma. 5.37E-0 nositol signaling lular binding transcription gulation of salicylic acid ef|XP_003530806.1|/0;0/hypothetical protein
08G044 - - - - 3.54849 . 5 2095 system:ko04626//Plant- membrane factor metabolic GLYMA_08G044400 [Glycine
400 T . activity;GO:0003677//DN process; GO:0006351//transcri max];PREDICTED: protein SAR DEFICIENT
pathogen interaction -bounded A bindin tion, DNA-templated 1 [Glycine max
organelle 9 ption, P [Gly 1
Glyma. 0i|955326975|ref|XP_014632562.1)/0/PREDIC
06G265 | - - - - 347508 | 000051 | 3933 | K004626/Plant-pathoge | - - TED: disease resistance protein TAO1-like
n interaction .
000 [Glycine max]
Glyma. G0:0004672//protein . : 0i[571498823|ref|XP_006594324.1|/0/PREDIC
13G181 - - - - 3.38634 5'12E'g 1719 Eoigfgiggsllqant-pathoge - kinase ig’d%?g;ﬁ:/’g‘;ggssl?r protein TED: putative serine/threonine-protein kinase
400 activity;G0:0032550 [Glycine max]
G0:0003677//[DNA .
Glyma. Ko04626//Plant-pathoge binding;GO:0001071//nucl | GO:0006351//transcription, 9ij937500778|ref|NP_001302438.1)/0/probable
885274 - - - - 3.33606 0.00369 1194 n interaction - eic acid binding DNA-templated \r:]\/;]KY transcription factor 70-like [Glycine
transcription factor activity
(13(;)&133 R R ; ; 3.04413 0.00016 1548 ko04626//Plant-pathoge R G0:0046872//metal ion G0:0019932//second-messen 0i[351726666|ref[NP_001237902.1|/1.76727¢-
200 § : n interaction binding ger-mediated signaling 103/calmodulin [Glycine max]
Glyma. 0i[356527793|ref|XP_003532491.1)/0/PREDIC
08G039 | - - ; ; 321692 | 00003 | 2865 E”igfe‘ﬁgg;:a”"pam"ge . ; ; TED: leucine-rich repeat extensin-like protein
400 4 [Glycine max]
G0:0036094//small
molecule i
Glyma. " binding;GO:0004672//prot | GO:0006796//phosphate-cont | J1S96514857|ref[XP_003526119.1}/0/PREDIC
004626//Plant-pathoge L L . TED: G-type lectin S-receptor-like
06G255 - - - - 3.19763 0.00047 2845 n interaction - ein kinase aining compound metabolic serine/threonine-protein kinase AtLg11300
900 activity;G0:1901363;GO: process [Glycine max]
0097159//organic cyclic Y
compound binding
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. 0.00023 05050 ;\"AZ‘Iaaz‘;'l'iscm’k"Olmo” 4i[955310888]ref|XP_006577442.2|/0/PREDIC
03G046 -1.4483 . 2 1.29715 0.00065 3.19249 : 5 3498 pathways;ko03020//RN - - - TED: putative disease resistance RPP13-like
500 A ’ protein 1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
Glyma. 0.00015 ko04070//Phosphatidyli G0:00432 G0:0001071//nucleic acid G0:0002831;G0:0010337//re 0i[356513070]ref|XP_003525237.1|/0/PREDIC
05G237 2.50182 : 9 - - 3.17974 0.00137 2018 nositol signaling 31//intrace binding transcription gulation of salicylic acid TED: protein SAR DEFICIENT 1-like
200 system;ko04626//Plant- llular factor metabolic [Glycine max]

20x 20




pathogen interaction membrane activity;G0O:0003677//DN process; GO:0006351//transcri
-bounded A binding ption, DNA-templated
organelle
Glyma ko04070//Phosphatidyli
12)(;10'3 R R } } 3.16545 2.50E-0 1075 nositol signaling R G0:0046872//metal ion : 0i|734380494|gb|KHN22869.1|/4.28219¢-76/C
600 . 5 system; ko04626//Plant- binding alcium-binding protein PBP1 [Glycine soja]
pathogen interaction
Glyma. ’ ! ) 0i[947081295|gb|KRH30084.1//4.03735¢-97/h
116157 | - - - - 315232 | 000208 | 816 | K004626/Plant-pathoge | §0:0046872//metal fon - ypothetical protein GLYMA,_11G157200
n interaction binding N
200 [Glycine max]
Glyma. y y 0i[356500910|ref|XP_003519273.1/0/PREDIC
026232 | - - - - aa3126 | 286F0 | gy7g | KOOIGZ6KPlantpathoge | - - TED: probable WRKY transcription factor 25
n interaction .
600 [Glycine max]
Glyma. y 0i[571511635|ref|XP_006596452.1)/0/PREDIC
14G199 | -1.3358 0.00102 - - 312085 | 0.00119 | 1328 E"igfeerigi{;'fm pathoge | - G0:0009987//cellular process | TED: uncharacterized protein LOC102667674
800 [Glycine max]
] i[356553124|ref|XP_003544908.1],i[947067
G0:0003677//[DNA gl
Glyma. y 2 D ' - 983|gb|KRH17126.1]/0;0/PREDICTED:
14G200 | - . 38331 | 0.00015 311345 | 000081 | 2778 E‘}gfgﬁgﬁ;’fm pathoge | si'c”da'cnigﬁga?r?gm”” nuct ggﬁf’gﬁi ‘ga”“”p“"”' probable WRKY transcription factor 25
200 P L i [Glycine max];hypothetical protein
transcription factor activity GLYMA, 14G200200 [Glycine max]
Glyma. Eggﬁgrg{’ E:ﬁf]pha“dy" gil571559977]ref|XP_006604792.1/0/PREDIC
19G229 - - - - 3.09356 0.00074 | 2279 . 9 9 - - - TED: calmodulin-binding protein 60 D
system; ko04626//Plant- . .
400 - . isoform X1 [Glycine max]
pathogen interaction
ko04075//Plant .
coomaramen | oot o | g L IRREDLC
02G150 - - - - 3.0682 0.00046 2237 transduction;ko04626// - kinase e " . S .
600 Plant-pathogen activity:G0:0032550 modification process 's_:;?]e/threonme-proteln kinase RKF3 [Glycine
interaction
G0:0071704//organic
. substance metabolic .
Glyma. g G0:00056 G0:0097159//organic T~ . 0i[356537413|ref|XP_003537222.1|/5.59253e-
106113 | - - - - 306199 | 0.00077 | 708 | K004626//Plant-pathoge | ooiyace | cyclic compound Process;GO:0044238//primar | 1 56/pREDICTED: elongation factor Tu,
300 n interaction llular binding;G0:1901363 y metabolic chloroplastic-like [Glycine max]
M process; GO:0044237//cellular
metabolic process
Glyma G0:0003677//DNA
OSGOZi R R } } 3.05728 0.0035 1990 ko04626//Plant-pathoge B binding;G0:0001071//nucl G0:0006351//transcription, gi[918463829|gb|ALA09259.1[/0/WRKY
200 : . n interaction eic acid binding DNA-templated transcription factor [Glycine max]
transcription factor activity
G0:0003677//[DNA .
Glyma. A . - 0i[356516231ref|XP_003526799.1//0/PREDIC
_ _ R R ko04626//Plant-pathoge ~ binding;G0:0001071//nucl G0:0006351//transcription, N -
885142 3.05627 0.00207 1605 n interaction eic acid binding DNA-templated '[I'(;EIDC.i;r)]reo'l_)ﬂzl;I]e WRKY transcription factor 70
transcription factor activity Y
ko04075//Plant
Glyma. hormone signal 0i[356540613]ref|XP_003538782.1//0/PREDIC
11G043 - - - - 3.01001 0.00418 1758 transduction;ko04626// - - - TED: transcription factor bHLH25-like
700 Plant-pathogen [Glycine max]
interaction
ko04075//Plant
Glyma. 1.53E-0 hormone signal G0:0004672//protein G0:0016310//phosphorylatio gi[351723997|ref[NP_001238066.1|/0/serine/th
20G169 - - - - 2.9442 : 7 2125 transduction;ko04626// - kinase n;G0:0006464//cellular reonine protein kinase-like protein [Glycine
000 Plant-pathogen activity; GO:0032550 protein modification process max]
interaction
Glyma. y gi[955383602|ref[XP_014626225.1//0/PREDIC
18G281 - - - - 2.93243 0.00026 4414 ﬁoig;teeri%;l]ant pathoge - - - TED: probable disease resistance protein
500 At5g47250 isoform X1 [Glycine max]
ko04075//Plant " .
Glyma. - G0:0004672//protein ) ’ gi[356537805]ref|XP_003537415.1)/0/PREDIC
11G207 - - - - 2.90831 0.00068 2592 r;;:?g&g%gf;o 46261/ - kinase ggd%?gsgggﬂfggsslsar protein TED: cysteine-rich receptor-like protein kinase
500 Plant-pathoden activity;G0:0032550 P 2 [Glycine max]

20x 20




interaction

G0:0006796//phosphate-cont

4i[955320825]refXP_014631147.1[,g1[734432

Glyma. KoD4626//Plant-nathoge G0:0004672//protein aining compound rmetabolic 012|gb|KHN46091.1}/0;0/PREDICTED:
05G139 - - - - 2.90743 0.00015 1643 n interaction pathog - kinase roce%s‘GOp'0006464/lcelIular cysteine-rich receptor-like protein kinase 10
500 activity;G0O:0032550 process; GO:0006 isoform X2 [Glycine max];Cysteine-rich
protein modification process X S . .
receptor-like protein kinase 10 [Glycine soja]
G0:0006796//phosphate-cont
. . aining compound metabolic 0i[955366151|ref|XP_006597385.2|/0/PREDIC
Glyma. ko04626//Plant-pathoge (3_0.0004672//proteln process; GO:0006464//cellular TED: G-type lectin S-receptor-like
15G064 - - - - 2.90364 0.00227 2760 . . - kinase . e " f L
200 n interaction activity;G0:0032550 protein modification _serlne/threonlne—proteln kinase At4g27290
e process; GO:0008037//cell isoform X2 [Glycine max]
recognition
0i|947073780|gb|KRH22671.1]i|947073781|g
Glyma. . . b|KRH22672.1|/7.33047¢-134;3.22811e-132/h
136316 | - . ; ; 288609 | 00017 | 1153 E‘}gfgﬁgﬁ;’f”"p“h"ge : Eigd?r?‘wm” metal ion ; ypothetical protein GLYMA_13G316100
100 9 [Glycine max];hypothetical protein
GLYMA_13G316100 [Glycine max]
Glyma. GO:0001871;G0:0004672 | ©O:0006796//phosphate-cont | - 051755061 refinp_001238646.1{/0/stress-in
ko04626//Plant-pathoge A aining compound metabolic R ;
02G100 - - - - 2.85311 0.00188 2319 3 . - Ilprotein kinase A duced receptor-like kinase precursor [Glycine
n interaction P process; GO:0006464//cellular
300 activity; GO:0032550 - e max]
protein modification process
0i|947053400]gh|KRH02853.1];i|947053399]g
) b|KRH02852.1;i|351724607|ref|[NP_0012385
. " G0:0006796//phosphate-cont . N . -
Glyma. g G0:0004672//protein L - 99.1|/0;0;0/hypothetical protein
176062 | - . ; ; 282178 | 00016 | 1829 | Ko04626//Plant-pathoge | Kinase aining compound metabolic GLYMA _17G062300 [Glycine
n interaction PP process; GO:0006464//cellular " n h
300 activity; GO:0032550 rotein modification process max]; hypothetical protein
P p GLYMA _17G062300 [Glycine max];protein
kinase family protein [Glycine max]
0i|947128075|gb|KRH75929.1[;gi|947128074|g
Glyma. g b|KRH75928.1|/0;0/hypothetical protein
01G118 | -1.3246 0'0005?1’ - - 281805 | 00014 | 1776 E"ig;‘ii%;:a”‘ pathoge | - - GLYMA_01G118300 [Glycine
300 max]; hypothetical protein
GLYMA_01G118300 [Glycine max]
Glyma. G0:0003677//DNA
yma. ko04626//Plant-pathoge binding;G0:0001071//nucl G0:0006351//transcription, gi|918463827|gh|ALA09258.1|/0/WRKY
07G057 - - - - 2.79984 0.00379 1907 . . - A . .
400 n interaction eic auq b!ndlng o DNA-templated transcription factor [Glycine max]
transcription factor activity
0i|955382091|ref|[XP_014625776.1],gi[571549
120Jref|XP_006602906.1|/1.78052e-91;1.3347
Glyma. . . 5e-135/PREDICTED: probable
186260 | - - ; ; 27992 | 0.00068 | 1307 E”igfe‘ﬁgg;:a”"pam"ge . 32&?[?46872” metal ion ; calcium-binding protein CML45 isoform X2
700 9 [Glycine max];PREDICTED: probable
calcium-binding protein CML45 isoform X1
[Glycine max]
Glyma. y . ) gi|947081294|gh|KRH30083.1}/6.00745e-97/h
116157 | - - - - 279134 | 000455 | gop | K00AB26/Plant-pathoge | GO:0046872//metal ion - ypothetical protein GLYMA_11G157100
n interaction binding N
100 [Glycine max]
Glyma. y ) ) gi[356531760|ref|XP_003534444.1)/7.58254e-
09G236 | - . ; ; 278314 | 0.00455 | 1250 E"ig;‘eeégggrm pathoge | 323?246872/ metal ion ; 149/PREDICTED: probable calcium-binding
800 9 protein CML45 [Glycine max]
Glyma G0:0003677//[DNA
18(3215 R R } } 277615 0.00754 1171 ko04626//Plant-pathoge R binding;GO:0001071//nucl G0:0006351//transcription, gi[351725863|ref[NP_001237619.1|/0/transcrip
200 : : n interaction eic acid binding DNA-templated tion factor [Glycine max]
transcription factor activity
ko04650//Natural killer G0:0004702//receptor ;?&g?;?seszmegmamn o
Glyma. g g cell mediated N . A 0i[356542571 ref|XP_003539740.1|/0/PREDIC
126073 | - - 43858 | 48OF0 275161 | 20250 | 20m | cytotoxicitykeode2s | - signaling protein development,GO:0051707/ife | T mitogen-activated protein kinase 3
5 6 serine/threonine kinase sponse to other .
000 Plant-pathogen [Glycine max]

interaction

activity;G0:0032550

organism;G0:0009411//respo
nse to

20x 20




UV;G0:0009700//indole
phytoalexin biosynthetic
process;GO:0010243//respons
e to organonitrogen
compound;GO:0090567;GO:
0080135//regulation of
cellular response to
stress;GO:0000187//activatio
n of MAPK activity

G0:0046872//metal ion

Glyma. ko04626//Plant-pathoge binding;GO:0004672//prot G0:0006464//cellular protein g||35§565(_)63\reﬂXP_0035507§4.1_\/0/PREDIC
17G096 - - 2.74555 0.0005 2393 . . - oo e TED: calcium-dependent protein kinase
n interaction ein kinase modification process - .
000 activity;G0:0032550 10-like [Glycine max]
. " G0:0006796//phosphate-cont .
Glyma. g G0:0004672//protein >~ . 0i[356557471|ref|[XP_003547039.1/0/PREDIC
15G043 - - 2.7409 0.00023 1878 kq04626/{PIant pathoge - kinase aining c_omppund meﬁbcilllcl TED: probable serine/threonine-protein kinase
800 n interaction activity;GO:0032550 process;G0:0006464/cellular | - o o\ [Glycine max]
s protein modification process
Glyma. 0i[571529127|ref|XP_006599514.1)/0/PREDIC
16G172 - - 2.7281 0.00374 3398 Eoi(r]];tetirigg;l]ant-pathoge - - - TED: leucine-rich repeat receptor protein
300 kinase MSL1-like [Glycine max]
Glyma. y y 0i|947088702|gb|KRH37367.1)/1.4299¢-148/h
09G061 - - 271067 | 381E g 1572 E"igfeeégg;'fm pathoge | - - ypothetical protein GLYMA_09G061900
900 [Glycine max]
Glyma. y 0i|947116302|gb|KRH64604.1)/1.88213e-99/h
04G245 - - 269679 | 000116 | 955 E"igfeeégg;'fm pathoge | - - ypothetical protein GLYMA_04G245000
000 [Glycine max]
Ko04650//Natural killer S el
Glyma. cell mediated eic acig'bin(iin G0:0006351//transcrintion 0i|351727477|ref[NP_001237162.1|/8.92484e-
05G157 - - 2.69023 0.00092 1648 cytotoxicity;ko04626// - transcription fagctor DNA-tempIated ption. 99/bZIP transcription factor bZIP111 [Glycine
000 f:f;;ggg:’ge” activity;GO:0046983//prot max]
ein dimerization activity
ko04650//Natural killer G0:0035556//intracellular
cell mediated . signal 0i[947052688|gb|KRH02141.1gil947052687|g
Glyma. 420 cytotoxicity;ko04075// S?\gﬁ;’”%{é feceptor transduction;GO:0006796//ph | bIKRH02140.1//0;0/hypothetical protein
17G018 - - 2.67929 i 6 2593 Plant hormone signal - se?ineltr?rgonine Kinase osphate-containing compound GLYMA_17G018800 [Glycine
800 transduction;ko04626// activity:G0O:0032550 metabolic max]; hypothetical protein
Plant-pathogen Y60 process; GO:0006464//cellular GLYMA_17G018800 [Glycine max]
interaction protein modification process
Glyma ng{‘]ﬂg ’S f’g'f]’;‘l C0:0004672prosin GO:0006796//phosphate-cont | gi[356518250]ref|XP_003527792.1/0/PREDIC
06G068 : . 26787 | 000064 | 3307 | transduction:ko0d626// | - Kinase aining compound metabolic | TED: G-type lectin S-receptor-like
100 . . Plant-patho 'en activity:GO:0032550 process; GO:0006464//cellular serine/threonine-protein kinase SD2-5
interaftion 9 Y60 protein modification process [Glycine max]
Glyma. 0i[356545139|ref[XP_003541002.1//0/PREDIC
12G133 - - 2.6664 1'69E'g 2444 Eoig;tiigg;:ant-pathoge - - - TED: cyclic nucleotide-gated ion channel
700 4-like isoform X1 [Glycine max]
Glyma ng;%ﬁ”s f’;g‘l 5000160 gi[356563574|ref|XP_003550036.1}/0/PREDIC
_ et " G0:0016301//kinase G0:0044237//cellular TED: probable LRR receptor-like
éggle? 1.08213 0.00056 2.65017 0.00021 2795 g;ﬁ‘f;g}gg::mww ir% fmembr activity metabolic process serine/threonine-protein kinase At4g37250
interaction [Glycine max]
0i|955361655|ref|[XP_014621916.1],gi[571497
k004075//Plant ' y 140ref|XP_006593813.1]/0;0/PREDICTED:
Glyma. hormone signal G0:0001871;G0:0004672 ;gfogg?iﬁwmﬁoﬁim probable receptor-like protein kinase
13G033 - - 2.57301 0.00362 2293 transduction;ko04626// - Ilprotein kinase roce%s‘GOHOOOG 464//cellular At1g67000 isoform X2 [Glycine
500 Plant-pathogen activity;G0O:0032550 P T max];PREDICTED: probable receptor-like

interaction

protein modification process

protein kinase At1g67000 isoform X1
[Glycine max]

20x 20




G0:0006796//phosphate-cont
aining compound metabolic

Glyma. G0:0004672//protein iy gi[571465418|ref|XP_003529974.2)/0/PREDIC
07G080 - - 25727 0.00436 2840 Eui(rl];leségggrl]ant—pathoge - kinase Eigfeeisﬁs‘r%)ciﬁg:oa?i‘::?/ fcellular TED: putative receptor protein kinase ZmPK1
700 activity; GO:0032550 process; GO:0008037//cell [Glycine max]
recognition
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. Eeﬁagmli’s e i1047117295|gb|KRHE5544.1}/0/hypothetical
etabolic gi g Y ypothetica
83(?044 - - 256707 | 0.0004 | 3606 Tthways;koosozollRN - - - protein GLYMA_03G044000 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
ggé’;’;‘s 255626 | 000041 | 1500 | K004626//Plant-pathoge 4il947107330|gb|KRH55713.1/0/hypothetical
000 ° ° : : n interaction ° : : protein GLYMA_06G275000 [Glycine max]
G0:0006952//defense
response;GO:0001101//respo
nse to acid
chemical;GO:0043161//protea
some-mediated
Ko04075//Plant Sﬁ,‘fﬁﬁln‘_‘ E:t'ggé'l'i';'d*’pe”de"‘ protein 4i[947065850]gb|KRH14993.1];gil947065849]g
Glyma. hormone signal P bJKRH14992.1|/0;0/hypothetical protein
14)&062 - - 25506 | 0.00265 | 2448 transductiog;komeze// RING - process; GO:0009620//respons G‘LYMA_14G(|)6210[§/ ’[)Glycine P
100 Plant-pathogen :Jig:l;mn :thr?gus‘GO‘00099081/fI0wer max]; hypothetical protein
interaction complex development;GO:0009617/fre GLYMA_14G062100 [Glycine max]
sponse to
bacterium;G0O:0009755//horm
one-mediated signaling
pathway;G0:0009639//respon
se to red or far red light
ko04075//Plant
Glyma. hormone signal 0i[571465619]ref|XP_006583417.1|/0/PREDIC
07G095 - - 2.53735 0.00062 2645 transduction;ko04626// - - - TED: probable receptor-like protein kinase
000 Plant-pathogen At1g67000 isoform X2 [Glycine max]
interaction
4i[947070756]gb|KRH19647.1[,gi[947070757|g
b|KRH19648.1];gi[571497907|ref|XP_0035413
79.2|/0;0;0/hypothetical protein
Glyma. G0:0004672//protein . . GLYMA_13G128200 [Glycine
136128 | - . 253242 | 000081 | 3095 E‘}ggﬁ%ﬁ:}ant‘pa‘“"ge . Kinase ggd?ggg‘l‘g:”fg'c'ss'gr protein | o] hypothetical protein
200 activity; GO:0032550 P GLYMA_13G128200 [Glycine
max];PREDICTED: receptor-like
serine/threonine-protein kinase ALE2 isoform
X2 [Glycine max]
Glyma. G0:0004672//protein ) ’ gi|955307115|ref|XP_014622348.1)/0/PREDIC
026129 | - . aso008 | S1ED | ap04 Eﬂg;‘iﬁgﬁgﬁ”"pa‘m’ge . Kinase ggdf’f?gft‘l‘g:’;fg'c';‘:r protein | TEp; broline-rich receptor-like protein kinase
300 activity;G0:0032550 PERKO [Glycine max]
ko04075//Plant
Glyma hormone _signal gi|947085014\gb|KRH33735._1\;gi\9184_163621|g
10G14‘2 R R 252666 1.90E-0 3434 lrgnsdqcllon;k0047lzl/ R : : b\ALAOQlSS.l\/O;O/hypothet_lcaI protein
600 : 6 Circadian rhythm - GLYMA_10G142600 [Glycine max];bHLH
plant;ko04626//Plant-p transcription factor, partial [Glycine max]
athogen interaction
ko00230//Purine
Glyma. 0.00020 metabolism; ko00240//P gi|955310860|ref|XP_014628983.1)/0/PREDIC
03G043 -1.3551 : 7 2.5216 0.0037 3748 yrimidine - - - TED: putative disease resistance protein
000 metabolism;ko01100// At3g14460 [Glycine max]

Metabolic

20x 20




pathways;ko03020//RN
A

polymerase; ko04626//P
lant-pathogen

interaction
Glyma. ’ y G0:0004672//protein ) ’ 0i|955302504|ref|XP_003516269.2)/0/PREDIC
01G093 -1.0863 0'00543 - - 2.5204 3.80E 3 2915 mggﬁgg}am pathoge - kinase ggd(i)f?g:ﬁg:/lﬁglcls;:r protein TED: proline-rich receptor-like protein kinase
100 activity;G0O:0032550 P PERK10, partial [Glycine max]
GO:00812 | GO:0046872//metal ion 4i[947079092/gb|KRH27881.1];qi[356539557|r
24/[intrinsi binding;GO:0016651//oxid N " >
Glyma. ko04626//Plant-pathoge c oreductase activity, acting ef]XP_003538264.1y0;0/ypothetical protein
11G020 - - - - 2.51182 0.00031 4134 n interaction component on ! G0:0044710 GLYMA_11G020700 [Glycine
700 of NAD(P)H;G0:0016209//a max];PREDICTED: respiratory burst oxidase
L L homolog protein A [Glycine max]
membrane ntioxidant activity
Glyma. ’ .
04G076 R R ) ) 250612 0.0009 1659 qu4626/{PIant-pathoge R G0:0005488 G_0.0050896//response to g||151934217\gb_|ABSlB446.1|/1.29563€»158/
200 n interaction stimulus WRKY50 [Glycine max]
ko04075//Plant
Glyma. hormone signal G0:0004672//protein G0:0016310//phosphorylatio 0i[571468833|ref|XP_006584462.1|/0/PREDIC
08G284 - - - - 2.49575 0.00626 2697 transduction;ko04626// - kinase n;G0:0006464//cellular TED: protein kinase family protein isoform X1
100 Plant-pathogen activity; GO:0032550 protein modification process [Glycine max]
interaction
Glyma. ’ y 0i[359806061|ref|NP_001240925.1//0/DNA-da
136341 | - - - - 249335 | SOTED | gp09 | KODAGZ6Plantpathoge | - - mage-repair/toleration protein DRT100-like
n interaction .
500 precursor [Glycine max]
Glyma. 27950 Eggﬁgrg{/ E’;ﬁf]pha“dy" 60:0046872//metal ion GO:0009725//response to gil351727745]ref|[NP_001238195.1)/1.28283¢-
13G283 - - -4.0713 . 2.49105 0.0005 1652 | 9 9 - o hormone;GO:0009628//respo 78/uncharacterized protein LOC100306396
6 system;ko04626//Plant- binding i ;
600 . . nse to abiotic stimulus [Glycine max]
pathogen interaction
Glyma. . .
_ _ R R ko04626//Plant-pathoge ~ R R gi[947117434|gb|KRH65683.1/0/hypothetical
285054 2:48534 0.00109 3125 n interaction protein GLYMA_03G054800 [Glycine max]
ko04075//Plant
Glyma. hormone signal . . 0i[571538353|ref|XP_006601141.1|/1.5634e-1
17G209 | - : ; ; 2.45087 | 000209 | 1364 | transduction;ko04626// | - SO00MG W loxidoreduct | 73/PREDICTED: transcription factor
000 Plant-pathogen 4 MYC2-like [Glycine max]
interaction
G0:0010119//regulation of
G0:00312 stomatal
24/ fintrinsi GO:0005249/voltage-gate movement;G0:0048588//deve g||947054292\gb|ll<R H03745.V1\;g|\947954293|g
Glyma. 1.78E-0 Ko04626//Plant-pathoge c d potassium channel lopmental cell b|KRH03746.1|/0,0/hyp0thet_|cal protein
17G118 - - - - 2.45514 5 2965 n interaction component activity;GO:0005515//prot growlh,GQ,0006970//respons GLYMA717G;.18300 [GIyCIne
300 of ein bindin e to osmotic max]; hypothetical protein
membrane 9 stress; GO:0071805//potassiu GLYMA_17G118300 [Glycine max]
m ion transmembrane
transport
Glyma. y G0:0004672//protein ' ’ 0i[356547489|ref|XP_003542144.1)/0/PREDIC
136032 | - . ; ; 245312 | 000003 | 2332 | KOUI6Z6MPlantpathoge | Kinase GO:gu06aBailcellular protein | TED; probable receptor-like protein kinase
100 activity; GO:0032550 P At1g11050 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma metabolism;ko01100//
: . . i i Metabolic . i i gi|947117290|gh|KRH65539.1/0/hypothetical
235043 245282 | 0.00876 | 3606 | i vays:ko03020//RN protein GLYMA_03G043600 [Glycine max]
A

polymerase;ko04626//P
lant-pathogen
interaction

20x 20




Glyma. . .
R ko04626//Plant-pathoge R ; ; 0i|947052005|gb|KRH01534.1/0/hypothetical
;ggzag 245281 0.00037 11 n interaction protein GLYMA_18G283200 [Glycine max]
K004075//Plant G0:0006796//phosphate-cont
3 . . aining compound metabolic
leg‘gs 7 sasei | ooosee | 2355 :‘r‘;'n';‘i;‘;zg”ﬁ')o s | Si‘r?a'ggo“m” protein process:GO:0006464/cellular | gil947078031|gb|KRH26871.1)/0/hypothetical
800 : : Plant-patho ven activity:GO:0032550 protein modification protein GLYMA_12G198800 [Glycine max]
interastion 9 ;G0 process; GO:0008037//cell
recognition
0i[571494846]ref[XP_006592960.1],gi[571494
Glyma 848|ref|XP_006592961.1|/0;0/PREDICTED:
g R ko04626//Plant-pathoge B : : probable disease resistance protein At1g61300
éggz‘% 2:42635 0.01014 3554 n interaction isoform X1 [Glycine max];PREDICTED:
probable disease resistance protein At1g61300
isoform X2 [Glycine max]
Glyma. G0:0004672//protein . . 0i|947100059|gb|KRH48551.1/0/hypothetical
07G096 | - 242266 | 0.01016 | 2095 E"iggﬁgﬁr’f”"pa‘h"ge - kinase ﬁg&?ﬁ;‘:ﬁ:”?ggi@r protein 1o\ otein GLYMA_07G0963002, partial
300 activity; GO:0032550 P [Glycine max]
Glyma. y 0i[571465379|ref|XP_006583346.1)/0/PREDIC
07G078 | - 240109 | 0.00924 | 4442 E"igfeerigi{;'fm pathoge | - - TED: uncharacterized protein LOC100797869
100 isoform X2 [Glycine max]
G0:0001071//nucleic acid .
Glyma. ko04626//PI h binding transcription SorogepsTresponse to i[571439709|ref|XP_006574933.1/0/PREDIC
02G115 | - 240077 | 000017 | 1754 | K004626//Plant-pathoge | factor osmotic ) gi refXP_ 3.4)
200 n interaction activity:GO:0003677//DN stress;GO:0006351//transcript TED: transcription factor [Glycine max]
A hindyiyng . ion, DNA-templated
G0:0006796//phosphate-cont
Glyma Ko04075/1 f’;g‘l 0:0004672/protein aining compound metabolic 4i[356502317|ref|XP_003519966.1|/0/PREDIC
02607;5 R 239931 0.00061 2511 transduction:ko04626// R kinése process; GO:0006464//cellular TED: G-type lectin S-receptor-like
600 : : Plant-patho 'en activity:G0O:0032550 protein modification serine/threonine-protein kinase At1g34300
interagtion 9 B0 process; GO:0008037//cell [Glycine max]
recognition
0i|947088863|gb|KRH37528.1[;gi[734350125|g
k004075//Plant b|KHN12298.11;qil947088864|gb|KRH37529.1
Glyma. 9.38E-0 hormone signal |/5.27161e-146;1.94042¢e-171;2.31796e-142/hy
09G071 - 2.38848 : 5 1296 transduction;ko04626// - - - pothetical protein GLYMA_09G071600
600 Plant-pathogen [Glycine max];Protein TIFY 10A [Glycine
interaction soja] ;hypothetical protein
GLYMA_09G071600 [Glycine max]
GO:0009642//response to
light
intensity;GO:0006952//defens
e
response;GO:0010038//respo
nse to metal
ion;G0:0001101//response to
acid .
Glyma. y G0:00160 ' ) . 0i[356501039|ref|XP_003519336.1)/3.57948e-
02G245 | - 238419 | 000332 | 1530 | K004626//Plant-pathoge | 50,00 | GO:0046872//metal ion chemical;G0:0000302//respo | g7/0pE DICTED: probable calcium-binding
700 n interaction ane binding nse t_o reactive oxygen protein CML18 [Glycine max]
species; GO:0009908//flower
development;GO:0009725//re
sponse to
hormone;G0:0048571//long-
day
photoperiodism;G0:0051171/
Iregulation of nitrogen
compound metabolic process
. " G0:0006796//phosphate-cont .
Glyma. ’ y G0:0004672//protein >~ . gi|955347300|ref|XP_014618865.1)/0/PREDIC
10G253 - 2.33106 2418 g 2565 Eoig;teﬁé%;l]ant pathoge - kinase a:,r:se%goemopgggg 4237:;:5ar TED: cysteine-rich receptor-like protein kinase
000 activity; GO:0032550 Process, 5O J906- 10 isoform X1 [Glycine max]
protein modification process

20x 20




G0:00312

Glyma 24//intrinsi GO:0004672//protein G0:0006796//phosphate-cont 0i|356569432|ref|XP_003552905.1|/0/PREDIC
186056 ~ ~ R R 2.32729 0.00104 3603 quAGZG/{PIant—pathoge c kinése aining compound metabolic TE_D: probab_le LRR rgcep_tor—like
700 : : n interaction component activity:GO:0032550 process; GO:0006464//cellular serine/threonine-protein kinase At1g06840
of protein modification process [Glycine max]
membrane
ol GO:0046872//metal ion GO:0006796//phosphate-cont | 91I947080010Igb[KRH28799.1;6i[356540813|r
yma. e, L . ef|XP_003538879.1|/0;0/hypothetical protein
116077 ~ ~ R R 2.31765 8.47E-0 2362 quAGZG/{PIant—pathoge ~ b_lndmg,G0.0004672//prot aining compound metabolic GLYMA_11G077300 [Glycine
5 n interaction ein kinase process; GO:0006464//cellular i X 8
300 A A A max];PREDICTED: calcium-dependent
activity; G0:0032550 protein modification process Lo . "
protein kinase 28-like [Glycine max]
0i[947063310]gh|KRH12571.1],gi[947063309]g
ko04075//Plant b|KRH12570.1;i|734424752|gb|KHN42787.1
Glyma. 1.76E-0 hormone signal |/7.42797e-148;1.06902e-172;0/hypothetical
15G179 - - -1.9649 0.00127 2.30492 : 5 1680 transduction;ko04626// - - - protein GLYMA_15G179600 [Glycine
600 Plant-pathogen max]; hypothetical protein
interaction GLYMA_15G179600 [Glycine max];Protein
TIFY 10A [Glycine soja]
G0:0036094//small
Glyma. molecule 0i|947099527|gb|KRH48019.1|/0/hypothetical
076063 | 22006 | 8892 - - 228114 | TOF0 | 6579 ko04626//Plant-pathoge | binding;G0:0097159/orga | - protein GLYMA_07G0633001, partial
n interaction . . -
300 nic cyclic compound [Glycine max]
binding;G0O:1901363
G0:0048827//phyllome
development;GO:0009913//ep
idermal cell
differentiation;GO:0006464//
cellular protein modification
process; GO:0006796//phosph
Glyma. . ~A. ate-containing compound gi|571500270|ref|XP_006594611.1//0/PREDIC
13G244 | - - - - 227949 | 0.00369 | 3079 E‘}?}fgﬁgm}a”"pa‘h"ge - ﬁgﬁgggzaﬁ?’,igo.ommm metabolic TED: protein STRUBBELIG-RECEPTOR
200 process; GO:0001708//cell FAMILY 3-like [Glycine max]
fate
specification;GO:0009653//an
atomical structure
morphogenesis; GO:0003006//
developmental process
involved in reproduction
ko04075//Plant
Glyma. 2.14E-0 hormone signal 0i[356526715|ref|XP_003531962.1|/0/PREDIC
08G271 - - - - 2.27188 ! 7 2704 transduction;ko04626// - - - TED: transcription factor MYC2 [Glycine
900 Plant-pathogen max]
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. m‘égz'l'fcm'k"ouoo” 4i|356524185]ref[XP_003530712.1}/0/PREDIC
08G303 - - - - 2.27129 0.00448 4369 N - - - TED: TMV resistance protein N-like isoform
700 fthways,koOSOZOl/RN X2 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
4i[947057170]gb|KRHO6576.1,i[947057169|g
b|KRH06575.1;i[571525240]ref|XP_0035486
Glyma 32.2|/0;0;0/hypothetical protein
166031 | - ~ R R 2.24955 T.0SE-0 | ggag | ko04626//Plant-pathoge | R R GLYMA_16G031600 [Glycine
500 i 5 n interaction max]; hypothetical protein
GLYMA_16G031600 [Glycine
max];PREDICTED: uncharacterized protein
LOC100809946 isoform X2 [Glycine max]
Glyma. ko00230//Purine gi[955325893|ref[XP_014632232.1|/0/PREDIC
06G263 - - - - 2.24884 0.00448 4654 metabolism;ko00240//P - - - TED: disease resistance protein TAO1-like
900 yrimidine isoform X1 [Glycine max]
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metabolism;ko01100//
Metabolic
pathways;ko03020//RN
A
polymerase;ko04626//P
lant-pathogen
interaction
Glyma. 0i[571519233ref|XP_006597810.1]/1.06697¢-
15G168 | - - - - 2.24855 6'1253 1264 E‘}?}fgﬁgﬁg}an"pa‘hoge - - - 143/PREDICTED: probable WRKY
200 transcription factor 11 [Glycine max]
ko04075//Plant
Glyma. hormone signal G0:0004672//protein . " " _—
026037 | 17656 | S00ED - - 223056 | 000123 | 2518 | transduction;ko04626// | - kinase G&O%?“fﬁg protein ?e'gj‘:gﬁﬁg‘grg't’;*:’:ﬂ‘;ﬁzgl[g’%ﬁes'gea]' feh
200 Plant-pathogen activity; GO:0032550 phosphory: P P Y d
interaction
0i|955325868|ref|]XP_014632226.1]gi[955325
866|ref|XP_014632225.1|/0;0/PREDICTED:
. G-type lectin S-receptor-like
(?f!érggz 221301 0.00241 3570 ko04626//Plant-pathoge G0:0004672//protein QQ.0006796/lphosphale-qonl serine/threonine-protein kinase At4g27290
- - - - . . © . - f L aining compound metabolic N A " !
700 n interaction kinase activity process isoform XZ_ [Glycine max],PREDICTED.
G-type lectin S-receptor-like
serine/threonine-protein kinase At4g27290
isoform X1 [Glycine max]
G0:0048364//root
development;GO:0006464//ce
llular protein modification
G0:00160 s{ﬁ(czecs:I,IGO.0008356//asymm
23//cytopl G0:0032550;G0:0004672 P,
fslérggo 220226 0.00691 2706 ko04626//Plant-pathoge asmic Ilprotein kinase d|V|s|0nl,G0.0009791/lpost-e 0i|947060869|gb|KRH10130.1|/0/hypothetical
- - - - § . . . . mbryonic . ;
n interaction membrane activity; GO:0046983//prot A protein GLYMA_15G030000 [Glycine max]
000 -bounded ein dimerization activit development;GO:0006796//p
- Y hosphate-containing
vesicle 7
compound metabolic
process; GO:0003006//develo
pmental process involved in
reproduction
G0:0045682//regulation of
epidermis
development;GO:0051707//re
sponse to other
organism;G0:0009411//respo gi[734378345|gh|KHN22030.1;gi[947039232|
ko04650//Natural killer . nse to gb|KRG89067.1/,0i[947039231|gb|KRG89066.
Glyma. 4.84E-0 9.34E-0 cell mediated S;\.gﬁg&tﬁgﬁﬁceplor UV;G0:0009700//indole 1//0;0;1.25479e-175/Mitogen-activated protein
U02180 - - -4.4647 : 5 2.1905 : 5 2236 cytotoxicity; ko04626// - serine/threonine kinase phytoalexin biosynthetic kinase 3 [Glycine soja] ;hypothetical protein
0 Plant-pathogen activity:G0O:0032550 process; GO:0010243//respons GLYMA_U021800 [Glycine
interaction B0 e to organonitrogen max]; hypothetical protein GLYMA_U021800
compound;G0:0090567;GO: [Glycine max]
0080135//regulation of
cellular response to
stress;GO:0000187//activatio
n of MAPK activity
0i[356518897|ref|[XP_003528113.1],gi[947105
Glyma G0:0006796//phosphate-cont 826|gb|KRH54209.1|/0;0/PREDICTED:
06(3171 R R } } 217475 0.00317 3031 ko04626//Plant-pathoge R G0:0016301//kinase aining compound metabolic probable inactive leucine-rich repeat
700 . : n interaction activity;G0:0032550 process; GO:0006464//cellular receptor-like protein kinase At3g03770
protein modification process isoform X1 [Glycine max];hypothetical protein
GLYMA_06G171700 [Glycine max]
Glyma. L8650 ﬁgg:grg{’ E’;ﬁsnphat'dy" 0:0046872//metal ion GO:0009725//response to 4351722363 ref|[NP_001238521.1//5.2423%-
12G217 - - - - 2.14759 * 744 ) d 9 - Y hormone;GO:0009628//respo 78/uncharacterized protein LOC100500465
500 5 system:ko04626//Plant- binding nse to abiotic stimulus [Glycine max]
pathogen interaction

20x 20




Glyma.

G0:0046872//metal ion

G0:0006796//phosphate-cont

0i[947128803|gh|KRH76657.1[;9i[571435690]r
ef|XP_006573556.1|/0;0/hypothetical protein

01G166 | - - - - 21941 | 000121 2374 | ASIED | g57p | KoOAG26HPlantpathoge binding GO:0004672ffprot. | - aining compound ietabollc | GLYMA 016166100 [Glycine
100 n interaction ein kinase process; 504 JodoanceTu ar max];PREDICTED: calcium-dependent
activity;G0:0032550 protein modification process L " "
protein kinase 28-like [Glycine max]
G0:0001934//positive
regulation of protein
phosphorylation; GO:0006351
Iltranscription,
DNA-templated; GO:0002239
Ilresponse to
G0:0032550:GO:0004672 oomycetes; GO:0009617//resp
LY o to .
Glyma. 0.00024 Ko04B26//Plant pathoge Jlprotein kinase Engerium-eo-0009592-@0-0 gi[356531126]ref[XP_003534129.1}/0/PREDIC
gggln - - -1.5482 5 - - 2.12165 0.0002 1444 n interaction agtlv!ty,G0.0019887//pr0t 009700//indole phytoalexin TED: mltogen-actlvated protein kinase kinase
ein kinase regulator bi heti 9 [Glycine max]
activity iosynthetic
process; GO:0006970//respons
e to osmotic
stress;GO:0000160//phosphor
elay signal transduction
system;GO:0060918//auxin
transport;GO:0009627//syste
mic acquired resistance
Glyma. 007E-0 Ko04B26//Plant pathoge GO:0004672//protein ggfgsgﬁ% E]Z"fr‘]’;gﬁofi‘;"‘ 0i[356563936ef|XP_003550213.1//0/PREDIC
17G218 - - - - - - 2.10669 6 2394 n interaction kinase process:GO:0006464//cellular TED: L-type lectin-domain containing receptor
500 activity; GO:0032550 e kinase 1X.1-like [Glycine max]
protein modification process
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. mtél;zlluiscm,koouoou 4il955310901[ref[XP_006576474.2}/0/PREDIC
03G047 - - - - - - 2.07611 0.00894 5472 pathways;ko03020//RN - - TED: putative disease resistance RPP13-like
000 A ’ protein 1 [Glycine max]
polymerase; ko04626//P
lant-pathogen
interaction
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. 109E-0 AA2E0 aee‘é‘;‘;'l'fcm’k°°“°°” gil571528161ref[XP_006599364.1|/0/PREDIC
16G136 -2.1744 . 8 - - -3.2628 : 6 2.07556 0.00594 4635 pathways;ko03020//RN - - TED: protein SUPPRESSOR OF npril-1,
600 A ! CONSTITUTIVE 1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
G0:0004672//protein
Glyma. kinase . ' gi[571475633|ref[XP_006586722.1//0/PREDIC
09G191 | - . . ; ; ; 2.06922 8'5°E'g 2501 ﬁﬂggﬁg{;’f”*pa‘h"ge activity;GO:0032550;G0: Grg'so?]%?“f;ﬁg protein TED: putative recepfor protein kinase PERK1
300 0005198//structural phosphory: isoform X1 [Glycine max]
molecule activity
ko04075//Plant
Glyma. hormone signal GO:0004672//protein ggfogg;%éfj m"fﬁ;gf{;ﬁ‘zm gil571506326]ref[XP_006595690.1}/0/PREDIC
14G013 - - - - - - 2.06612 0.00472 1947 transduction;ko04626// kinase pmcegss_ G cf 0006464//cellular TED: probable L-type lectin-domain
300 Plant-pqthogen activity; GO:0032550 protein modification process containing receptor kinase S.7 [Glycine max]
interaction
Glyma. (3_0:9003677//DNA o ]
036226 R R R } } } 2.04961 0.00933 1466 ko04626//Plant-pathoge binding;G0:0001071//nucl G0:0006351//transcription, 0i|918463819|gb|ALA09254.1|/0/WRKY
800 ! : n interaction eic acid binding DNA-templated transcription factor, partial [Glycine max]
transcription factor activity
Glyma. K004626//Plant-pathoge G0:0001071//nucleic acid |  GO:0009617//response to gi[351726405]ref|NP_001238661.1//2.62285¢-
06G077 - - - - - - 2.04228 0.00024 1510 n interaction binding transcription bactenum,G0.0910243/lresp 180/transcription factor [Glycine max]
400 factor onse to organonitrogen
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activity;G0O:0003677//DN

A
binding;G0O:0005515//prot
ein binding

compound;GO:0006351//tran
scription, DNA-templated

Glyma. ko04626//Plant-pathoge G0:0046872//metal ion G0:0019932//second-messen 0i|734324268|gb|KHN05043.1|/2.79458e-103/
20G211 - - - 2.03992 0.01021 1000 . : - L ¥ . " g " A :
700 n interaction binding ger-mediated signaling Calmodulin-like protein 11 [Glycine soja]
ko04075//Plant
Glyma. 8.15E-0 hormone signal 0i[358248196|ref|[NP_001239837.1|/0/polygala
15G209 - 2.01415 i 7 2.03631 0.00073 1603 transduction;ko04626// - - - cturonase inhibitor 1-like precursor [Glycine
300 Plant-pathogen max]
interaction
(?Jé?gs i i i 012 | 363E0 | ego | ko04626/Plant-pathoge | ) ) 4il947090594]gb|KRH39259.1/0/hypothetical
600 ! 8 n interaction protein GLYMA_09G188600 [Glycine max]
k004075//Plant 0i[734359974|gb|KHN15341.1];gi[947063074|
Glyma. hormone signal . . gb|KRH12335.1|/4.00382e-169;8.36369¢-155/
15G166 - - - 1.98857 | 0.00304 | 1468 | transduction:ko04626// | - bGiSd?r?()SSlS// protein - Transcription factor bHLH35 [Glycine
800 Plant-pathogen 9 soja] ;hypothetical protein
interaction GLYMA_15G166800 [Glycine max]
Glyma. Ko04626//Plant-pathoge GO:0004672/fprotein GO:0006468//protein 4i[047074444/gb|KRH23335.1)/0/hypothetical
136351 ° ° ° 1.96196 0.0004 1 2061 | Vinteraction ° Kinase hosphorylation rotein GLYMA_13G351500 [Glycine max]
500 activity; GO:0032550 phosphory P - Y
G0:00312 G0:0046872//metal ion
Glyma. Ko04626//Plant-pathoge g‘” fintrinsi g:ggﬂgsgjgg&ﬁssigf:g'd 4i|356528819]ref[XP_003532995.1|/0/PREDIC
08G018 - - - 1.94321 0.00026 4160 n interaction component on ' G0:0044710 TED: respiratory burst oxidase homolog
900 of NAD(P)H;G0:0016209//a protein A-like [Glycine max]
membrane ntioxidant activity
G0:00312
Glyma 24ffintrinsi | - 5.0015075/1ion 4i[356518290]ref|XP_003527812.1/0/PREDIC
06G077 - - - 1.92549 0.00109 2515 E(Ji(r)]:t;i%;:ant-pathoge g omponent transmembrane transporter ﬁ;g?ﬁ%é’ggz 4763 TED: putative cyclic_nucleotide-gated ion
300 of P activity portGo: channel 18 [Glycine max]
membrane
Glyma. g G0:00160 ' ) 0i[356504734|ref|XP_003521150.1//1.60881e-
03G130 - - - 19233 | 00013 | 1292 E‘}g;‘;ﬁ%ﬁ:}am Pathoge | 50 )/membr bGiSd?r?“Gm’ /metal ion - 141/PREDICTED: probable calcium-binding
800 ane 9 protein CML36 [Glycine max]
G0:00312
24//intrinsi G0:0034220//ion .
(?;)(13':)\26 R R B 19013 0.00691 2607 ko04626//Plant-pathoge c G0:0005267//potassium transmembrane %I||55|:7>1§S§ﬁéﬂ;§§;ﬁ§°§;§gﬁﬁi‘r:gﬁZEch
i : n interaction component channel activity transport;G0O:0030001//metal el .
400 . 1-like [Glycine max]
of ion transport
membrane
gé’;‘gz i i . 180830 | 235E0 | 4y | ko04626/Plant-pathoge | ) ) 4i[734377070|gb|KHN21547.1/0/Leucine-rich
000 ! 5 n interaction repeat extensin-like protein 5 [Glycine soja]
G0:0006468//protein
Glyma G0:0032550;G0:0004672 }’,:‘g:ggﬁsrey';"°”3G°:°°°g723 4i[356531361ref|XP_003534246 1/0/PREDIC
- R R R ko04626//Plant-pathoge G0:00444 Ilprotein kinase A TED: receptor-like cytosolic
09G199 1.8369 0.00246 2123 n interaction 44 activity; GO:0019899//enz ethylene,G_O.9009610/lresp0n serine/threonine-protein kinase RBK1
900 yme binding se to symbiotic . [Glycine max]
fungus;G0:0045087//innate
immune response
Glyma. . .
076088 1037 | 29560 . . 1eoa71 | 2TOE0 | 467 | ko04626//Plant-pathoge | i i 4il947099935|gb|KRH48427.1)/0/hypothetical
300 5 7 n interaction protein GLYMA_07G088300 [Glycine max]
Glyma G0:0032550;G0:0004672 G0:0006464//cellular protein
06)('316'1 R R R 1.82348 5.84E-0 1974 ko04626//Plant-pathoge R Ilprotein kinase modification gi[734341045|gh|KHN09683.1|/0/Calcium-dep
200 ! 7 n interaction activity; GO:0046872//met process; GO:0009755//hormon endent protein kinase SK5 [Glycine soja]

al ion binding

e-mediated signaling
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pathway;GO:0006796//phosp
hate-containing compound
metabolic process
. . G0:0006796//phosphate-cont
(?E:)(;n;go 1.8229 0.00302 2192 ko04626//Plant-pathoge 30'0004672””0‘5'” aining compound metabolic 0i|734345203|gb|KHN10619.1|/0/Serine/threon
- . X . . inase Py : P y :
200 n interaction activity:G0:0032550 proce_ss,GO._OQOG_464/lcelIular ine-protein kinase PBS1 [Glycine soja]
! protein modification process
G0:0006796//phosphate-cont 0i|955372320|ref|XP_014623591.1|;gi|947061
. " aining compound metabolic 453|gb|KRH10714.1|/0;0/PREDICTED:
16;)(’3"825 178024 1.08E-0 3007 ko04626//Plant-pathoge 30'0004672/ protein process; GO:0006464//cellular G-type lectin S-receptor-like
- . . . inase - A ; . o .
200 5 n interaction activity;G0:0032550 protein modification serlne/lhreomn_e-proleln_klnase B120 [Glycine
! process; GO:0008037//cell max]; hypothetical protein
recognition GLYMA_15G065200 [Glycine max]
Glyma. 0i|947129312|gh|KRH77166.1)/1.33443e-161/
016196 | - 176396 | 000241 | 1433 | K004626//Plant-pathoge - - hypothetical protein GLYMA_01G196000
000 n interaction [Glycine max]
y
Glyma. G0:0004672//protein . ' gi[571514979|ref|XP_003546664.2|/0/PREDIC
156023 | - 174923 | 000147 | 3534 Eﬂ?}fgﬁg{ﬁfm‘pa‘h"ge kinase ﬁ&?ﬁfifﬂ) protein TED: inactive protein kinase
200 activity; GO:0032550 SELMODRAFT_444075-like [Glycine max]
0i|955351777|ref|]XP_014619757.1]gi[356538
111ref|XP_003537548.1/;5i|947082611|gh|KR
H31400.1|;gi[947082608|gh|KRH31397.1|;i|9
47082610|gb|KRH31399.1/,gi[947082607|gb|K
RH31396.1//0;0;0;0;0;0/PREDICTED:
probable LRR receptor-like
serine/threonine-protein kinase At1g67720
Glyma Eg?ﬁgﬁlg’;?l G0:0004672//protein G0:0006796//phosphate-cont isoform X2 [Glycine max];PREDICTED:
116246 | - 171692 | 0.01048 | 3308 | transduction:ko04626// Kinase aining compound metabolic probable LRR receptor-like
: : y s ;GO //cellular serine/threonine-protein kinase At1g67720
200 Plant-pathogen activity;GO:0032550 process; GO:0006464 ; P y 9 !
interaction protein modification process isoform X1 [Glycine max];hypothetical protein
GLYMA_11G246200 [Glycine
max]; hypothetical protein
GLYMA_11G246200 [Glycine
max]; hypothetical protein
GLYMA_11G246200 [Glycine
max]; hypothetical protein
GLYMA _11G246200 [Glycine max]
G0:0006796//phosphate-cont
aining compound metabolic
Glyma. Ko04626//Plant-pathoge G0:0004672//protein process; GO:0006464//cellular gi[571464387|ref[XP_006583047.1|/0/PREDIC
07G015 - 1.71489 0.00012 2873 n interaction kinase protein modification TED: lysM domain receptor-like kinase 3
300 activity; GO:0032550 process; GO:0044036//cell isoform X2 [Glycine max]
wall macromolecule
metabolic process
j N
16)(;”11:'7 i 16093 | 000871 | 3422 "g'n’:(;’[:‘;;'g”lfoo 1626/) K protein Pprocess;GO:0006464//cellular | gil947059159]gb|KRH08565.1)/0/hypothetical
400 Plant-pathogen activity;GO:0032550 protein Tnodllflcatlon protein GLYMA_16G157400 [Glycine max]
. : process; GO:0008037//cell
interaction o
recognition
ko04075//Plant
Glyma. hormone signal G0:0004672//protein G0:0006468//protein 0i|734323185|gb|KHN04723.1)/0/L-type
18G185 - 1.69531 0.00323 2562 transduction;ko04626// kinase hoé hor Iatiom lectin-domain containing receptor kinase IV.1
400 Plant-pathogen activity;G0:0032550 phosphory: [Glycine soja]
interaction
k000230//Purine qi[571526823|ref[XP_003548631.2];gi[947057
metabolism;ko00240//P 991|gb|KRH07397.1];4i|947057995|gb|KRHO7
Glyma yrimidine 401.1]gi[734363398|gb|K HN16501.1)/0;0;0;0/
166085 | - 168542 | 480E-0 | gooq | metabolism;ko01100// ~ G0:0050896//response to PREDICTED: TMV resistance protein N-like
200 : 5 Metabolic stimulus [Glycine max];hypothetical protein
pathways;ko03020/RN GLYMA_16G085900 [Glycine
A max]; hypothetical protein
polymerase;ko04626//P GLYMA_16G085900 [Glycine max];TMV
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lant-pathogen
interaction

resistance protein N [Glycine soja]

G0:00312
Glyma. 004626/ Plant-nathoge g‘“/i”"i"“ GO:0005217/fintracellular | o oo oen oo o oomaadi | 9i3565515820ref[XP_003544128.1/0/PREDIC
14G161 - - - - - - 1.67161 0.00057 2733 n interaction pathog component ligand-gated ion channel valént metal fon t.rans ort TED: cyclic nucleotide-gated ion channel
600 oo activity P 1-like [Glycine max]
membrane
o oo | SOmoeoie | BTN it
yma. g : protein O .1//0;0/hypothetical protein
08G060 | - - - - - - 165122 | 000695 | 3278 | K°04626//Plant-pathoge | Kinase process;,GO:0006464//cellular | - ) vaa 08G060500 [Glycine
n interaction PP protein modification " n N
500 activity; GO:0032550 rocess:GO:0008037//cell max]; hypothetical protein
P N GLYMA_08G060500 [Glycine max]
recognition
Glyma. G0:00160 . ) 0i[356571963|ref|XP_003554140.1)/8.59197e-
106132 | - - - ; ; ; 164426 | 000042 | 1542 E"iggﬁgﬁr’f”"pa‘h"ge 20//membr 328?246872/ /metal ion ; 143/PREDICTED: probable calcium-binding
800 ane 9 protein CML36 [Glycine max]
Glyma. y gi[571473175|ref|XP_006585845.1)/0/PREDIC
08G259 1145 0'00092 - - - - 162578 | 0.00246 | 2737 E"igfeerigi{;'fm pathoge | - - TED: putative disease resistance RPP13-like
000 protein 3 [Glycine max]
0i|947038217|gb|KRG88524.1];gi[955395582|r
Glyma ef|XP_014628748.1|/0;0/hypothetical protein
- 3.68E-0 2.21E-0 ko04626//Plant-pathoge G0:0050896//response to GLYMA_U008300 [Glycine
800830 1.95409 g | 194453 5 (" ) 162528 | 000067 | 3851 | iteraction B : stimulus max];PREDICTED: protein SUPPRESSOR
OF npr1-1, CONSTITUTIVE 1-like isoform
X1 [Glycine max]
Glyma. y 0i[571435938|ref|XP_006573620.1)/0/PREDIC
016183 | - - - - 19253 | 0.00106 161762 | 0.00318 | 2893 E"igf;ﬁggr'f”‘ pathoge | - - TED: probable disease resistance protein
300 At5g66900 [Glycine max]
Glyma 0i[356562351|ref|[XP_003549435.1//0/PREDIC
17éZSb _ _ _ R R R 161735 | 000638 | 4171 | Kov4626//Plant-pathoge | G0:0016301//kinase GO:0006464//cellular protein TED: probable LRR receptor-like
800 . : n interaction activity;G0:0032550 modification process serine/threonine-protein kinase At2g16250
[Glycine max]
G0:0036094//small
Glyma. molecule . .
01G032 | - - - ; ; ; 161077 | 000705 | 3261 E”igfe‘ﬁgg;:a”"pam"ge . binding;G0O:1901363,G0: | - g;Eg;giﬁz'%ngggggbl‘[/gﬂhﬁfﬁ'ﬁ;?'
900 0097159//organic cyclic p . Y
compound binding
GO:0046872//metal ion GO:0006796//phosphate-cont | J1S26504799[ref[XP_003521182.114il947118
Glyma. 8.51E-0 K004626//PI h binding: GO:0004674// L d boli 710|gb|KRH66959.1|/0;0/PREDICTED:
03G138 - - - - - - 1.60409 R 2274 o /Plant-pathoge - inding;GO:0004674//prot aining compound metabolic calcium-dependent protein kinase 32-like
000 5 n interaction ein serine/threonine kinase process; GO:0006464//cellular [Glycine max]:hypothetical protein
activity;G0:0032550 protein modification process GLYMA 036138000 [Glycine max]
G0:2000026//regulation of
multicellular organismal
development;GO:0006464//ce .
Sy | ) ) ) ) ) spaat | 000227 | 1927 | KoD4626/Plant-pathoge | GO:00444 | GO:0032550,G0:0004672 | llular protein modification 9IB8E520330elXP_0035SHITL L/OPREDIC
200 i : n interaction 24 Ilprotein kinase activity process; GO:0006796//phosph 5—Iiké Gl gcine max] P
ate-containing compound 4
metabolic
process; GO:0090567
. . G0:0006796//phosphate-cont
Glyma. Ko04626//Plant-pathoge 60:0004672/fprotein aining compound metabolic 4i[734391140|gb|KHN27061. 1)/0/Putative
17G166 | - - - - - - 157639 | 0.00599 | 3103 ) : - kinase -omp - FIIN: Putatiy
n interaction . process; GO:0006464//cellular receptor-like protein kinase [Glycine soja]
200 activity;G0:0032550 A Ayt
protein modification process
0i[571436024|ref|]XP_006573647.1]gi[356496
Glyma 927|ref[XP_003517316.1|/1.38499¢-170;5.940
. ~ ~ ~ R R R ko04626//Plant-pathoge ~ R R 37e-177/PREDICTED: probable WRKY
%8;189 1.56901 0.00711 1870 n interaction transcription factor 15 isoform X2 [Glycine

max];PREDICTED: probable WRKY
transcription factor 15 isoform X1 [Glycine
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max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. etabolism ko01100// 4il055310862|ref|XP_006577438.2J/0/PREDIC
03G043 - - - 1.5684 0.00751 3597 pathways:ko03020//RN - - TED: putative disease resistance protein
200 A ’ At3g14460 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
G0:0046872//metal ion G0:0006796//phosphate-cont .
Glyma. K004626//Plant e L . 0i|356544533|ref|XP_003540704.1|/0/PREDIC
-pathoge binding;GO:0004674//prot aining compound metabolic X : o
135053 : : - 156451 0.0046 2238 n interaction ein serine/threonine kinase process;GO:0006464//cellular ;’Eﬁkeca[ch:ug:leﬁgem protein kinase
activity; GO:0032550 protein modification process Y
G0:0016628//oxidoreduct
ase activity, acting on the
CH-CH group of donors, .
WD tADr e | coomnacoomay | IS 00 jorRcol
10G023 - - - 1.5572 0.00031 1206 3 . acceptor;G0O:0016772//tra hosphate-containing S C "
n interaction S . receptor-like protein kinase IMK2 [Glycine
100 nsferase activity, compound metabolic process max]
transferring
phosphorus-containing
groups
Glyma 0i|955337649|ref[XP_014634833.1/0/PREDIC
08629.7 R R R 152401 0.00032 3139 ko04626//Plant-pathoge G0:0016301//kinase G0:0006464//cellular protein TED: probable LRR receptor-like
400 ! ! n interaction activity; GO:0032550 modification process serine/threonine-protein kinase At1g14390
[Glycine max]
leénfgs i ) . 150116 | 339E0 | 4401 | ko04626//Plant-pathoge B N gi[734430980|gb|KHN45708.1/0/TMV
500 . 5 n interaction resistance protein N [Glycine soja]
ko04650//Natural killer
Glyma. cell mediated 0i[356551950|ref|XP_003544335.1|/3.19685¢e-
14G071 - - - 1.48845 0.00331 1733 cytotoxicity; ko04626// - - 83/PREDICTED: ocs element-binding factor 1
400 Plant-pathogen [Glycine max]
interaction
G0:0016301//kinase 0i1947103557|gb|KRH51940.1];gi[571458793|
Glyma activity; GO:0032550;GO: GO:[_)906464//ceIIuIar protein ef|XP7006581230.1|/0;0/hyp_othetical protein
066036 R R R 1.4688 0.00658 2659 ko04626//Plant-pathoge 0036094//small molecule modification GLYMA_06G036400 [Glycine
400 . : n interaction binding;G0:1901363;GO: process; GO:0044237//cellular max];PREDICTED: mitogen-activated protein
0097159//organic cyclic metabolic process kinase kinase kinase YODA-like [Glycine
compound binding max]
G0:0001934//positive
regulation of protein
phosphorylation;GO:0006351
Itranscription,
DNA-templated; GO:0002239
I/response to
G0:0032550:G0O:0004672 gﬁg{?‘eaeonoogelw resp
Glyma. Ilprotein kinase A A 0i[356520673]ref[XP_003528985.1|/0/PREDIC
07G105 - 1.54223 5'88E'g 1.44889 0.00611 1376 kq04626/{PIant-pathoge activity;GO:0019887//prot bacterlum,G0.0009692,6_0.0 TED: mitogen-activated protein kinase kinase
700 n interaction ein kinase requlator 099700//m_do|e phytoalexin 9 [Glycine max]
L 9 biosynthetic 4
activity Y!
process; GO:0006970//respons
e to osmotic
stress;GO:0000160//phosphor
elay signal transduction
system;GO:0060918//auxin
transport; GO:0009627//syste
mic acquired resistance
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ko00230//Purine
metabolism;ko00240//P
yrimidine
metabolism;ko01100//

G0:0036094//small

0i|947117426|gb|KRH65675.1];gi|947117424]g
b|KRH65673.1;i|947117423|gb|KRH65672.1
|;9il947117427|gb|KRH65676.1];gi[947117425]
gb|KRH65674.1|/4.13447e-155;0;0;0;0/hypoth
etical protein GLYMA_03G054100 [Glycine

Glyma. Metabolic molecule max]; hypothetical protein
03G054 1.44814 0.00481 3425 athways:ko03020//RN - binding;G0:1901363,GO: - GLYMA_03G054100 [Glycine
100 R ys: 0097159//organic cyclic max]; hypothetical protein
polymerase:ko04626//P compound binding GLYMA_03G054100 [Glycine
lant-patho én max]; hypothetical protein
imergctiong GLYMA_03G054100 [Glycine
max]; hypothetical protein
GLYMA_03G054100 [Glycine max]
i A G0:0035556//intracellular
Glyma. ‘ . " ;/30.0032550,6?.00047Q2 signal . Oho-i
10G009 1.44445 0.00037 1920 q04626 'P ant-pathoge R receptor signaling protein transduction:GO:0032147//act g||C<l)59811321\reﬂ!\lP_0012f11285.1\ 0/pto-inter
i : n interaction serine/threonine kinase S s acting protein 1-like [Glycine max]
100 activit ivation of protein kinase
Y activity
GO0:00056
G0:0009628//response to . .
Glyma. ko04626//Plant-pathoge 18”?6" . G0:0016491//oxidoreduct abiotic g||?351724553\re.ﬂNP7001235'526.1\/ 0 dlseasg
06G319 1.42848 0.00687 2068 " . wall;GO:0 L " A resistance protein/LRR protein-related protein
n interaction ase activity stimulus;G0:0008152//metab "
700 009536//pl " precursor [Glycine max]
astid olic process
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. mee't’;g‘;'l'fcm?k"mmo” gi|955310855\rgﬂXP_014628981.1\/O/PREDIC
03G043 1.40762 0.00445 5300 N - - - TED: putative disease resistance protein
500 Zathways,koOSOZO/l RN At3g14460 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
G0:0006796//phosphate-cont .
fi!é”fés Laonzs | 316E0 | jeug | Kovae26iPlantpathoge | GO:0016301//Kkinase aining compound metabolic %‘EgsfﬂllffeﬂZﬂff\f’aftgg%ﬁfj?kﬂg:’fﬁzf
200 . 5 n interaction activity;G0:0032550 process; GO:0006464//cellular kinas:e Yog Aclike [GI c?ne max]
protein modification process V!
G0:0016310//phosphorylatio
Glyma. K004626//Plant-oathode GO:0004672//protein ”;‘;S;f%f;?;gﬁo':]“'ar 4i[356499893]ref|XP_003518770.1/0/PREDIC
02G000 1.39581 0.00149 2481 . : pathog - Kinase P -GO:0044036//cell TED: lysM domain receptor-like kinase 4
400 n interaction activity; GO:0032550 process, GO: ce [Glycine max]
e wall macromolecule
metabolic process
G0:0004672//protein 0i[571479402]ref[XP_006587850.1],gi[356531
kinase . " 997|ref|XP_003534561.1|/0;0/PREDICTED:
Glyma. . . G0:0032446//protein — . . "
ko04626//Plant-pathoge GO0:00444 activity;G0:0019787//ubiq A . U-box domain-containing protein 33-like
285259 1.87109 0.00132 4213 n interaction 24 uitin-like protein 2;?:';32?‘" by small protein isoform X2 [Glycine max];PREDICTED:
transferase ug U-box domain-containing protein 33-like
activity;G0:0032550 isoform X1 [Glycine max]
G0:00312
24//intrinsi
c G0:0006796//phosphate-cont .
g;én;go 1.36427 0.00919 3932 ko04626//Plant-pathoge component G0:0016301//kinase aining compound metabolic %'E’S_65?3&:’61'[?ﬂgﬁi—\go?egatzgzﬁ‘n/g ZREDIC
400 . : n interaction of activity;G0:0032550 process; GO:0006464//cellular A '18020 [Glycine max] P
membrane protein modification process 9 Y
:G0:0044
444
GO:00312 0i|947129672|gb|KRH77526.1];gi[571436477|r
ko04075//Plant 24l fintrinsi ef[XP_006573774.1/0;0/hypothetical protein
Glyma. hormone signal
. Nt c G0:0016301//kinase G0:0006464//cellular protein GLYMA_01G218800 [Glycine
2385218 1.36221 0.01007 3590 glaar:]stc_iu;:t;]f;n,:ﬁo4626// component activity;GO:0032550 modification process max];PREDICTED: probable LRR
interacption 9 of receptor-like serine/threonine-protein kinase
membrane At1g63430 [Glycine max]

20x 20




G0:00059
ko04075//Plant 11//cell-ce ¥ .
Glyma. hormone signal il GO:0004672//protein G&”?}%?“gﬂ‘gg%oomm gil571437782]ref|XP_006574321, 1|/0/PREDIC
02G037 - -1.1594 0.00107 1.35489 0.00125 3167 transduction;ko04626// junction;G kinase Zres ponseyto rea‘ctivé oxvaen TED: protein kinase family protein isoform X1
100 Plant-pathogen 0:001602 activity; GO:0032550 5 ec?es g [Glycine max]
interaction 0//membra P
ne
0i|947107241|gb|KRH55624.1];gi[571457908]
Glyma. g . ef|XP_006580944.1|/0;0/hypothetical protein
06G267 | - - - 135229 | 0.00013 | 4506 E‘}ggﬁgﬁg}am pathoge | G0:0032550 3%3?550896” response to GLYMA_06G267400 [Glycine
400 max];PREDICTED: uncharacterized protein
LOC100500528 isoform X1 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. m‘:’t’;g‘;'l'fcm;k"ouom/ gi[356506465]ref|XP_003522002.1//0/PREDIC
03G037 - - - 1.33316 0.00315 4395 pathways:ko03020//RN - - - TED:. putative tlilsease resistance RPP13-like
000 A protein 1 [Glycine max]
polymerase;ko04626//P
lant-pathogen
interaction
ko04075//Plant
Glyma. hormone signal .
B i i e . i i gil918463851|gb|ALA09270.1/0/ZIM
(1)8(?112 181771 0.00145 2360 gzﬁq;;g&:ﬁo“zw transcription factor, partial [Glycine max]
interaction
Glyma 0i|955302776]ref|[XP_014630170.1//0/PREDIC
. ko04626//Plant-pathoge TED: probable leucine-rich repeat
2(1)5118 ° ) ) 1.31486 | 000236 | 2442 | Gperaction ° ) ) receptor-like serine/threonine-protein kinase
At3914840 isoform X1 [Glycine max]
Glyma 0i[356552103|ref[XP_003544410.1/0/PREDIC
1 4)('307'4 R } } 131383 0.00712 4087 k0_046261{PIant-pathoge B GO_:QOlGSOl//kinase GO:[_)906464//ceIIuIar protein TED: probab_le LRR re_zcep_tor-like
700 : : n interaction activity; GO:0032550 modification process serine/threonine-protein kinase At2g16250
[Glycine max]
G0:0098542//defense
response to other
organism;G0:0006351//transc
ription, . -
; . gi|255637165|gh|ACU18913.1];gi|947095978]g
z’:ﬁ;ﬁ:‘e”t‘é"f};‘%oowow bIKRH44563.1];0i571468821|ref|[XP_0065844
G0:0001071//nucleic acid subsi’a nce'GO'OgO50789// requl | 56:11:0il947095977|gb|KRH44562.1//0;6.6146
Glyma. 4.69E-0 K004626//Plant-pathoge binding transcription ation of bi'0I0 ‘ical 9 4e-70;0;1.08096e-125/unknown [Glycine
08G218 | - -3.5617 R 127268 | 000373 | 1828 | SNt pathoge | factor rocess’GO'0%51707 Jrespons | maXl:ypothetical protein
600 activity;G0:0003677//DN 21 o other P GLYMA_08G218600 [Glycine
A binding organism:GO:0009987//cellul max];PREDICTED: transcription factor
arg M isoform X1 [Glycine max];hypothetical protein
process; GO:0065007//biologi GLYMA_08G218600 [Glycine max]
cal
regulation;GO:0006952//defe
nse response
ggé”l‘js ) ) ) Lomaa | 00ore | 2047 | KoO4626/Plant-pathoge fg/glgggz GO:0016740//transferase | 4il947105396|gb|KRH53779.1)/0/hypothetical
700 i : n interaction envelope activity protein GLYMA_06G145700 [Glycine max]
G0:0007275//multicellular . K
K004075//Plant organismal g||734423171\gb|K_H N42092.1/;9i[947079665|
hormone signal development;GO:0048608//re 9blKRH28454.11,6i|947079664|gb|KRH28453.
Glyma. transduction;ko04712// roductive stiructl-Jre 1/0:6.4743¢-165;0/Transcription factor
11G054 - - - 1.27213 0.00834 1836 Circadian rhv hm - - - gevelo ment:GO:0009628//re SPATULA [Glycine soja];hypothetical protein
600 ) A pment 0 GLYMA_11G0546001, partial [Glycine
plant;ko04626//Plant-p sponse to abiotic max]‘hyp_o thetical protein
sthogen intraction simulus GO.000970Upest< | IR 116084600 [Gtyeie me]

20x 20




Glyma. Eg?é‘?’z‘ilgé?‘?' ggg%ﬁgl‘l/ﬂrammon gg:; gg;%eéﬁizofﬁ;a;foﬁim 4il947073017|gb|KRH21908.1}/0/hypothetical
;ggzes 1.26018 0.00725 3585 glansducnon,k004626// h b_|nd|_ng,G0.0004672//prot process; GO:0006464//cellular protein GLYMA_13G266300 [Glycine max]
ant-pathogen ein kinase tei dification process
interaction activity; GO:0032550 protein moditicat p!
0i[571483241[ref[XP_006589174.1],gi|947085
312|gb|KRH34033.1/;i[571483243ref|XP_00
Glyma. 6589175.l|/0;0;0/_PREDICTED: pr(_)lein
10G159 122308 0.00048 5775 quAGZG/{PIant—pathoge ~ ~ ~ MONZ homolqg |soform X1 [Glycine
500 n interaction max]; hypothetical protein .
GLYMA_10G159500 [Glycine
max];PREDICTED: protein MON2 homolog
isoform X2 [Glycine max]
G0:00312 G0:0050896//response to
24/fintrinsi stimulus; GO:0006464//cellula .
fs'g[’)‘g'l 121865 | 000162 | 3006 | k004626//Plant-pathoge | c GO:0032550;GO:0004672 | r protein modification %|||55;_1514319\ref XP_003546285.2/0/PREDIC
. . 3 . A g A : receptor-like protein kinase [Glycine
500 n interaction component Ilprotein kinase activity process,G()_.0006796//phosph max]
of ate-containing compound
membrane metabolic process
G0:0006796//phosphate-cont
. . aining compound metabolic gi[571500423]ref|XP_006594639.1|/0/PREDIC
163!)&238 11914 0.00564 3053 ko04626//Plant-pathoge R 326.2304672//pmtem process; GO:0006464//cellular TED: G-type lectin S-receptor-like
800 - . n interaction activity:G0:0032550 protein modification serine/threonine-protein kinase B120 isoform
s process; GO:0008037//cell X1 [Glycine max]
recognition
GO:00312 0i[571461788|ref|[XP_006582102.1],gi[955325
Glyma 24//intrinsi ) G0:0034220//ion 484|reﬂXP_014632152:1\/0;[)/PR!EDICTED:
066225 118334 0.00204 2664 qu4626/{PIant-pathoge c GO:00052§7{lp0ta53|um transmembrane propable cyclic nuclgoude—gated ion channel
800 : ! n interaction component channel activity transport;GO:0030001//metal 17 isoform X1 [Glycine max];PREDICTED:
of ion transport probable cyclic nucleotide-gated ion channel
membrane 17 isoform X2 [Glycine max]
Glyma. ﬁﬂgﬁgfgféﬁiﬁi‘;“a“dy" 0i[571453593]ref|XP_006579554.1//0/PREDIC
05G034 1.1776 0.00402 2410 . - - - TED: calmodulin-binding protein 60 A-like
600 system;ko04626//Plant- isoform X1 [Glycine max]
pathogen interaction
G0:0046872//metal ion G0:0006796//phosphate-cont .
Glyma. ko04626//Plant-pathoge binding;GO:0004674//prot | aining compound metabolic 9i[356572042|ref[XP_003554179.1|/0/PREDIC
égguo 1.17675 0.00579 2209 n interaction ° ein_se_zrine/threonine kinase proce_ss:GO:_OQOG_AGA//ceIIular '[I'(;I;C.iailﬂ]l;rgdependent protein kinase 32
activity; GO:0032550 protein modification process
G0:0003677//DNA .
Glyma. k004626//Plant-pathoge binding;GO:0001071//nucl | GO:0006351//transcription 4il947070229|gb|KRH19120.1/7.85339%-164/
égglOZ 1.16015 0.00302 1764 n interaction - eic acid binding DNA-templated Féﬁ);ct?:;lﬁs;)gmtem GLYMA_13G102000
transcription factor activity
G0:0010119//regulation of
G0:00312 stomatal
A movement;G0O:0048588//deve
Glyma. 004G Plant-pathoge 24/fntrinsi S:’ﬁ;‘;ffégg]"aﬂl'r‘]ae?e'ga‘e lopmental cell i571454296ef[XP_003524528.2/0/PREDIC
285010 1.12633 0.00748 2947 n interaction component activity;GO:0005515//prot growth,GQ.0006970//re5p0n5 TED: potassium channel AKT1-like [Glycine
of ein binding & to osmotic ) max]
membrane str_ess,G0.0071805l/p01a55|u
m ion transmembrane
transport
G0:00312
24/[intrinsi G0:0006796//phosphate-cont .
fllérggz 112323 0.00569 2463 ko04626//Plant-pathoge c G0:0016301//kinase aining compound metabolic ‘ngE[E;'G;E;?gt?:t?ll;eiﬂ;;i_\gofeiz;ﬁ?iilll/eogcigiaIC
200 : : n interaction component activity; GO:0032550 process; GO:0006464//cellular kinas.e At3g56050 [Glycine max]
of protein modification process
membrane
. ~A- G0:0035556//intracellular gi[571438081|ref[XP_006574465.1|;gi|358248
Glyma. KoO4626/Plant_pathoge ﬁ&zgff;gﬁ%gog‘g;ﬁ signal 598/ref|NP_001239908.1}/0;0/PREDICTED:
02G008 1.09708 0.00085 1853 : : - n s transduction;G0O:0032147//act pto-interacting protein 1-like isoform X1
n interaction serine/threonine kinase P~ P . S N N .
500 ivation of protein kinase [Glycine max];pto-interacting protein 1-like

activity

activity

[Glycine max]
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Glyma.

ko04626//Plant-pathoge

0i|734359148|gb|KHN15161.1|/0/Piriformospo

gggom - - 1.0923 | 0.00905 | 1818 | Gnoraction : ° ° ra indica-insensitive protein 2 [Glycine soja]
Glyma (3_0:(_)046872//meta| ion G_O_:0006796//phosphate—c_ont . .
086316 R R 1.07526 0.00663 2702 qu4626/{PIant-pathoge R h_lndl_ng;GO:000467zl/prm aining compound metabolic g||214011598\g_b|ACJ61504.1|/0/caIC|um-depe
500 n interaction eln_k!nase proce_ss;GO:_OQOG_464/lcelIular ndent protein kinase [Glycine max]
activity; GO:0032550 protein modification process
Glyma. . gi[571444675|ref|XP_006576576.1/0/PREDIC
03G075 - - 107027 | 0.00772 | 5431 | K004626//Plant-pathoge | G0:0032550 GO:0050896//response to TED: TMV resistance protein N-like isoform
n interaction stimulus .
300 X1 [Glycine max]
ko04075//Plant 23;903.12. G0:0006468//protein 9i[358248000|ref|NP_001239788.1i[734348
! intrinsi . ~A. A 233|gb|KHN11811.1}/0;0/LRR receptor-like
Glyma. hormone signal c G0:0032550;G0:0004713 phosphorylation; GO:0071555 serinefthreonine-protein kinase FEI 1 precursor
09G215 - - 1.06993 0.00209 2750 transduction;ko04626// Ilprotein tyrosine kinase Ilcell wall Glyei ‘LRR recentor-like
700 Plant-pathogen component activity organization;G0O:0000902//ce [ yeine maxJ, >Cept .
interaction of Il morphogenesis sel_'lne/threomne-proteln kinase FEI 1 [Glycine
membrane soja]
G0:0046872//metal ion G0:0006796//phosphate-cont .
Glyma. K004626//Plant e L . 0i|356521026|ref|XP_003529159.1|/0/PREDIC
-pathoge binding;GO:0004674//prot aining compound metabolic X : M
835151 : - 1.04984 0.00622 2685 n interaction - ein serine/threonine kinase process;GO:0006464//cellular ‘[I'Glzll):;éiazl(;::.;;r}-dependent protein kinase 13
activity; GO:0032550 protein modification process
Glyma. . ) . 0i[571469172|ref|XP_006584629.1/1.81094e-
08G265 . . 10116 | 000326 | 1614 E‘}gfgﬁgﬁ;’f”"p“h"ge 540'00444 Eigd?r?‘wm” metal ion ; 167/PREDICTED: uncharacterized protein
200 9 LOC100820628 isoform X1 [Glycine max]
Glyma. ko04626//Plant-path i1351723541|ref|NP_001235235.1}/0/RIN4
18G166 - - 10201 | 0.00267 | 1362 > crlant-patnoge |- - - 9ij351 ref|NP_ A ¢
800 n interaction protein [Glycine max]
Glyma. ko04626//Plant-pathoge 4i[734314283|gb|KHNO1686.1//0/Leucine-rich
17G154 - - -1.0432 0.00577 1888 . . - - - o N T - .
500 n interaction repeat-containing protein 40 [Glycine soja]
Glyma. Kooa07S " f’g'f]’;‘l i[359806583)ref|NP_001241268.1;0i1947057
16G049 - - 10439 | 0.00284 | 1935 | transduction:ko04626// | - - - f36|gb|.KRH068.42'1V 0:0/transcription factor
400 Plant-pathogen GCLE\}I\I/IIZe E(égg‘ll gi (r)rg)axé,lhypothetlcal protein
interaction = [Glycine max]
G0:0009314//response to
radiation;G0:0009267//cellul
ar response to
tarvation;GO:0006464//cellu .
Glyma. K004626//Plant-pathoge G00032550:60:0004672 | tar protein modification gil351727763ref|NP_001236660.1/0/phospho
(258(33222 1.28669 0.00069 -1.0641 0.00474 1224 n interaction - liprotein kinase activity process;GO:0010243//respons :e#:)!i)yruvate carboxylase kinase [Glycine
e to organonitrogen
compound;GO:0006796//phos
phate-containing compound
metabolic process
ko04075//Plant
Glyma. hormone signal G0:0004672//protein ' ’ gi[356573321ref|XP_003554810.1)/0/PREDIC
19G005 1.83488 | 000051 | -1.086 | 0.00784 | 2512 | transduction;ko04626// | - Kinase ©O:gu06ABAiIcellular protein | TED: cysteine-rich receptor-like protein kinase
700 Plant-pathogen activity; GO:0032550 P 42 [Glycine max]
interaction
k004075//Plant 0i[571475524|ref|]XP_006586670.1],i[947090
Glyma. hormone signal G0O:0005515//protein 855|gh|KRH39520.1|/0;0/PREDICTED:
09G203 -1.0423 0.00122 -1.2186 0.00052 1485 transduction;ko04626// - binding P - uncharacterized protein LOC100784145
000 Plant-pathogen isoform X1 [Glycine max];hypothetical protein
interaction GLYMA_09G203000 [Glycine max]
G0:0006796//phosphate-cont
aining compound metabolic
Glyma. Ko04626//Plant-pathoge G0:0004672//protein process; GO:0006464//cellular i[356502478|ref[XP_003520046.1|/0/PREDIC
02G100 - - -1.2253 0.00325 2109 n interaction - kinase protein modification TED: serine/threonine-protein kinase STN7,
000 activity; GO:0032550 process; GO:0010109//regulati chloroplastic-like [Glycine max]

on of
photosynthesis; G0:0048511//
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rhythmic process

G0:00095 .
36//plastid g(e)t;)|010038/lresponse to
:G0:0044 metal
437,600 (o GO:00426 lcellular 4i[047068301/gb|KRH17444.1];qil571512225|r
ko04141//Protein 005911//ce process‘GO'OOO9933 Jmeriste | €TIXP_006596543.1];qi[734418176|gb|KHN39
Glyma. processing in lI-cell 60:0032550:G0:0005515 rpn struciural. 421.1)/0;0;0/hypothetical protein
14G219 -1.2448 0.00024 3030 endoplasmic junction;G l/pnlntein binding : organization;GO:0010073//m GLYMA_14G219700 [Glycine
700 reticulum; ko04626//Pla 0:000557 eristem U max];PREDICTED: endoplasmin homolog
nt-pathogen interaction 6//extracel maintenance:GO:0006970//re isoform X2 [Glycine max];Endoplasmin like
lular v [Glycine soja]
region:GO sponse to osmotic .
‘0016620// stress;GO:0015031//protein
membrane transport
Glyma. 0i[356542246]ref|XP_003539580.1//0/PREDIC
126219 12588 | 000143 | 2275 Eﬂ?}fgﬁg{ﬁfm‘pa‘h"ge : ; ; TED: cyclic nucleotide-gated ion channel
000 4-like [Glycine max]
G0:0019932//second-messen
ger-mediated
Glyma o 0|70/ /PhlqSphatidyli ?70 gomff(;t G0:0046872//metal i con I';‘rl’g“:’(s‘(’)'igoowwﬂacy'- i1413945839]gb| AFW78488.1/1.43783e-104/
14G040 12752 | 000043 | g5 | nositolsignaling e oD metal ion rocess;G0:0009640//photom | 9! 9399 L3138
500 system,kop4626/{Plant- 16020//me binding Erphogenesis;GO:OOOQ%QSIId calmodulinl [Zea mays]
pathogen interaction mbrane etection of chemical
stimulus; GO:0009605//respon
se to external stimulus
k004075//Plant 0i|947120341|gb|KRH68590.1];gi[571447011]r
Glyma. hormone signal . " ef|XP_006577251.1|/0;0/hypothetical protein
036240 12762 | 000036 | 2166 | transduction:ko04626// | - aﬁ)&?:é)smsll protein ; GLYMA_03G240000 [Glycine
000 Plant-pathogen max];PREDICTED: transcription factor
interaction bHLH94-like [Glycine max]
ko04650//Natural killer G0:0001071//nucleic acid
cell mediated binding transcription G0:0033554//cellular
Glyma. cytotoxicity;ko04075// factor response to 0i[351721812]ref|[NP_001237222.1|/1.50678e-
19G216 -1.281 0.00029 1266 Plant hormone signal - activity;G0:0003677//DN stress; G0:0051240;G0:0006 94/bZIP transcription factor bZIP41 [Glycine
200 transduction;ko04626// A 351//transcription, max]
Plant-pathogen binding;GO:0046983//prot DNA-templated
interaction ein dimerization activity
ko04075//Plant
Glyma hormone signal 0i|918463563|gb|ALA09126.1];i|947119269]g
03(3176 12884 0.00842 3015 tra_msdqction;k004712// B (3_0:[_)005515//protein : b|KRH67518_.1|/0;0/bHLH trans:cription f_actor,
300 i : Circadian rhythm - binding partial [Glycine max] ;hypothetical protein
plant;ko04626//Plant-p GLYMA_03G170300 [Glycine max]
athogen interaction
gg/glggﬁz GO:0010038//response to
:G0:0044 metal
;137'GO'0 |on;tG_O:00;14bZGI'7l/cellular
. ity protein metabolic
Glyma ;?gc“els‘;lrll g Pi'n”te'” ﬁ?f:”“” ce process;GO:0009933//meriste | gil571539837]ref[XP_006601356.1];qi[734351
17625‘8 1.3062 8.68E-0 2887 endoplasmic junction;G G0:0032550;G0:0005515 m structural 227|gb|KHN12637.1|/0;0/PREDICTED:
700 i 5 reticulum:Ko04626//Pla 0,00055'7 Ilprotein binding organization;G0:0010073//m endoplasmin homolog isoform X2 [Glycine
.. N y eristem max];Endoplasmin like [Glycine soja]
nt-pathogen interaction 6//extracel maintenance:GO:0006970//re
:’lljalge;Ln'GO sponse to osmotic .
-0016020// f::is,g?.0015031l/pmlem
membrane P
Glyma k004075//Plant GO00425 | ©O:0004672//protein 0i|947062043|gb|KRH11304.1];gi[955369108|r
156106 1.3487 0.00032 1828 hormone §igna| 79//micr0b kin_as_e GO:0006468{/pr0tein eleP_01_4623058.1|/4.338735»143;Olhyp_otheti
100 i : transduction;ko04626// ody activity;G0:0032550;GO: phosphorylation cal protein GLYMA_15G1001002 [Glycine

Plant-pathogen

0036094//small molecule

max];PREDICTED: receptor-like cytosolic
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interaction binding;G0:1901363;GO0: serine/threonine-protein kinase RBK2
0097159//organic cyclic [Glycine max]
compound binding
G0:0019932//second-messen
ger-mediated
Glyma Ko04070//Phosphatidyli | GO:00444 23?:;9[;;’8;3006637”“y"
02G275 1.3004 0.00011 945 nosnol_agnalmg 37,G0:00 (3_0:(_)046872//meta| ion process; GO:0009640//photom g||413945_839\gb|AFW78488.1|/1.43783e—104/
system; ko04626//Plant- 16020//me binding PPy calmodulinl [Zea mays]
600 athogen interaction mbrane orphogenesis; GO:0009593//d
pathog etection of chemical
stimulus; GO:0009605//respon
se to external stimulus
G0:00432
31//intrace .
Glyma. . ) 0i[574584784|ref|NP_001276189.1//1.00228e-
ko04626//Plant-pathoge llular G0:0046872//metal ion Lo
07G212 -1.4109 0.00985 2030 n interaction membrane binding - 123/upcharacter|zed protein LOC100803158
000 [Glycine max]
-bounded
organelle
) - G0:0006796//phosphate-cont | gi|356556186]ref[XP_003546407.1]/0/PREDIC
165%?21 1.4248 5.78E-0 1658 ko04626//Plant-pathoge R 326.2304672//pmtem aining compound metabolic TED: probable receptor-like
. 5 n interaction o process; GO:0006464//cellular serine/threonine-protein kinase At5g57670
200 activity;G0:0032550 . A .
protein modification process [Glycine max]
9i[351721110|ref[NP_001235151.1],gi[947124
Glyma. 831|gb|KRH73037.1//1.61515¢-111;6.5414e-1
02G247 -14861 | 000028 | 1012 | K004626/Plant-pathoge | - - 25/uncharacterized protein LOC100500493
n interaction - - .
900 [Glycine max];hypothetical protein
GLYMA_02G247900 [Glycine max]
Glyma. Ko04626//Plant-pathoge GO:0004672//protein GO:0006464//cellular protein | gil947082168]gb|KRH30957.1)/0/hypothetical
ue217 -1.4973 0.0019 2085 n interaction ° kinase modification process rotein GLYMA_11G217400 [Glycine max]
400 activity;G0:0032550 P p . Y
0i[571526053|ref[XP_006599042.1],gi[571526
049|ref|XP_006599041.1|/0;0/PREDICTED:
Glyma G0:0006796//phosphate-cont probable inactive leucine-rich repeat
16)('305'9 15447 0.00118 2377 ko04626//Plant-pathoge B G0:0016301//kinase aining compound metabolic receptor-like protein kinase At3g03770
700 i : n interaction activity; GO:0032550 process; GO:0006464//cellular isoform X2 [Glycine max];PREDICTED:
protein modification process probable inactive leucine-rich repeat
receptor-like protein kinase At3g03770
isoform X1 [Glycine max]
ko04075//Plant
Glyma. hormone signal .
04G013 -1.5499 | 000949 | 918 | transduction:ko04626// | - - - gﬂ;fe‘i‘g[ﬁ?ff‘fggé’\l‘3;:@2'01.';?'272389'149’
800 Plant-pathogen V! )
interaction
Glyma. y 0i[356547218|ref[XP_003542013.1]/4.33954e-
13G035 16389 | 0.00304 | 1130 E”igfgigﬁgr'fm pathoge | - - 91/PREDICTED: probable calcium-binding
100 protein CML44 [Glycine max]
G0:0046872//metal ion
binding;G0:0016628//oxid .
Glyma. g g . : 0i[356559132|ref|XP_003547855.1|/8.65453e-
16G099 16533 | > g 969 | Ko04626//Plant-pathoge | U'Edﬁ‘mase 2, 209 | G0:0044710 114/PREDICTED: probable calcium-binding
500 n interaction on the CH-CH group of protein CML16 [Glycine max]
donors, NAD or NADP as
acceptor
Glyma. y 0i[356550659|ref|XP_003543702.1//0/PREDIC
13G370 16542 | 000019 | 1579 | K004620/Plant-pathoge | ; ; TED: probable WRKY transcription factor 40
n interaction .
100 [Glycine max]
ko04075//Plant
Glyma. hormone signal " " . -
14G185 7714 | 000542 | 1692 | transduction:ko04626// | - bGiSd?r?O5515// protein - ?ﬁ'{gz‘:‘:}ﬁz379‘gb[gIHc'\i‘:é’gg.sa']lVOITra”w'p“°”
100 Plant-pathogen 9 4 )

interaction

20x 20




G0:0006796//phosphate-cont

Glyma. ) ) e 3 0i|955373512|ref|XP_014623829.1)/0/PREDIC
156078 - - 17774 | 000012 | 1808 | K004626/Plant-pathoge GO:0016301//kinase aining compound metabolic | Tep cerinethreonine-protein kinase-like
200 n interaction activity;G0O:0032550 proce_ss,GO._OpO6_464//celIular protein ACR4 [Glycine max]
protein modification process
0i[571558485]ref|[XP_006604574.1],gi[947046
350|gb|KRG95979.1];i[356570752|ref|XP_00
3553549.1/0;0;0/PREDICTED: putative
Glyma. G0:0004672//protein . . serine/threonine-protein kinase isoform X3
19G181 - - -1.8218 0.00077 1608 Eoig;leségggrl]ant—pathoge kinase ggd?f?ggg:/ ltr:glclsslsar protein [Glycine max];hypothetical protein
200 activity;G0:0032550 P GLYMA_19G181200 [Glycine
max];PREDICTED: putative
serine/threonine-protein kinase isoform X1
[Glycine max]
G0:0006796//phosphate-cont .
Glyma. ko04626//Plant-pathoge G0:0016301//kinase aining compound metabolic g||35§549280\ref\X.F’700354.302l2.1\IOIBREDIC
13G234 - - -1.832 0.0026 1843 " . NP Py TED: serine/threonine-protein kinase-like
n interaction activity; GO:0032550 process; GO:0006464//cellular I .
800 - e protein ACR4 [Glycine max]
protein modification process
ko04075//Plant
Glyma. hormone signal . . -
R B : et G0:0005515//protein : 0i|734339619|gb|KHN09034.1|/0/Transcription
06G092 1.9707 | 0.00501 | 1587 | transduction;ko04626// binding factor bHL H93 [Glycine soja]
000 Plant-pathogen
interaction
ﬂé’;‘ge i i 20492 | 000723 | 4627 | ko04626//Plant-pathoge ) ) 0i|734398662|gb|KHN30617.1/0/Disease
500 i ! n interaction resistance protein [Glycine soja]
Glyma. y 0i[356515024|ref|XP_003526201.1/0/PREDIC
06G271 . . 20504 | 000562 | 2469 E"igfeeégg;'fm pathoge ; ; TED: cyclic nucleotide-gated ion channel
200 4-like [Glycine max]
G0:0009608//response to .
Glyma ko04626//Plant-pathoge symbiont; GO:0044419//inters g||57.15§5702\ref\XP7903_55§257.2y [,)/ PREDI.C
20G185 - - -2.238 0.00042 2296 . : - P ionb TED: piriformospora indica-insensitive protein
100 n interaction pecies interaction between 2-like [Glycine max]
organisms
ko04075//Plant .
Glyma. 6.41E-0 hormone signal G0:0004672//protein G0:0006464//cellul . gljll—é’:l:5)§504892\rtla_f'\(XP_0035|_21228.1\/0/PREDIC
03G148 - - 23239 | *MED | 2137 | transduction;ko04626// kinase :0006464//cellular protein D: receptor-like cytosolic
6 y NP, modification process serine/threonine-protein kinase RBK2
800 Plant-pathogen activity;G0:0032550 [Glycine max]
interaction 4
0i|947045825|gb|KRG95454.1];gi[356570544]
i " ef[XP_003553445.1|/0;0/hypothetical protein
Slyma, ) ) 224 | 0oc01s | 2085 | keo4G26lPlant-pathoge goaagds72ifprotein GO:0006464//cellular protein | GLYMA 196152100 [Glycine
100 i : n interaction activity: GO:0032550 modification process max];PREDICTED: receptor-like cytosolic
s serine/threonine-protein kinase RBK2
[Glycine max]
Glyma. G0:0004672//protein . . 0i[356569560|ref|XP_003552967.1|/0/PREDIC
18G039 - - -2.4444 1'98E'g 2076 Eoigfgiggsllqant-pathoge kinase ﬁg’d%?ggﬁg:‘u lz:glclsslsr protein TED: serine/threonine-protein kinase
400 activity;G0:0032550 P CDL1-like [Glycine max]
ko00230//Purine
metabolism;ko00240//P
yrimidine
Glyma. ,\mn‘;‘t:g‘;'l'fcm?k"mmo” 4il955342818]ref|[XP_014617918.1//0/PREDIC
09G265 - - -2.4727 0.00336 3737 athways:ko03020/RN - - TED: putative disease resistance protein
700 Z ys: RGA4 [Glycine max]
polymerase; ko04626//P
lant-pathogen
interaction
;33!}&”11;7 25650 | 32950 | emus | oooia | 2087 | KoO4626/Plant-pathoge 22;2?04672” protein GO:0006468//protein 4il947071700|gb|KRH20591.1/0/hypothetical
600 8 n interaction activity;G0:0032550 phosphorylation protein GLYMA_13G187600 [Glycine max]

20x 20




ko04070//Phosphatidyli

Glyma. A0 o ) ) 0i[356548725|ref|XP_003542750.1)/7.13349e-
13G083 | - - - - - - - - 27088 | 000153 | gag | nositol signaling - GO:0046872//metal ion - 108/PREDICTED: probable calcium-binding
700 system;ko04626//Plant- binding protein CML29 [Glycine max]
pathogen interaction
ko04075//Plant
Glyma. ~ hormone signal . " 0i|955337298|ref|XP_014634765.1|/0/PREDIC
08G271 | - - - ; ; ; - - 401 | 35D | 1009 | wransductiomkooae26l/ | - gOia0Es15/fprotein ; TED: transcription factor bHLHT1-like
000 Plant-pathogen 9 isoform X1 [Glycine max]
interaction
Glyma. g g g g . . G0:0006796//phosphate-cont 0i[571549488|ref|XP_006602953.1|/0/PREDIC
18G271 -16706 | 000055 -1.9606 1608-0 -2.0219 4B1E0 | - -3.4182 STSEQ | gp | kov4G26//Plant-pathoge | GO:0004672//protein aining compound metabolic TED: receptor-like protein kinase FERONIA
9 5 6 5 n interaction kinase activity .
000 process [Glycine max]
GO0:00432
31//intrace
llular .
G0:0046872//metal ion G0:0006796//phosphate-cont .
Glyma. 7.89E-0 ko04626//Plant-pathoge membrane binding;GO:0004674//prot aining compound metabolic g||57.1539§99\ref\XP_0035494?5.ZJ/O/PREI;)IC
17G261 - - - - - - - - -4.0149 1809 3 . -bounded X 7 Mg A TED: calcium-dependent protein kinase 2-like
000 8 n interaction organelle; em_sgnpelthlreonme kinase proce_ss,GO._OpOG_464//celIular [Glycine max]
000160 activity; GO:0032550 protein modification process
20//membr
ane
ko00230//Purine
metabolism;ko00240//P 0i|947117928|gb|KRH66177.1];gi[571443502|
yrimidine ef|XP_006576200.1|;gi[571443498]refXP_006
Glyma metabolism;ko01100// 576198.1//0;0;0/hypothetical protein
; 1.16E-5 1.42E-3 7.06E-3 2.36E-1 5.55E-1 Metabolic G0:0050896//response to GLYMA_03G088100 [Glycine
23?088 116 8 11133 9 -10.886 8 -5.5575 8 -4.2575 o | 4005 pathways; ko03020/RN B B stimulus max];PREDICTED: uncharacterized
A LOC100527480 isoform X2 [Glycine
polymerase;ko04626//P max];PREDICTED: uncharacterized
lant-pathogen LOC100527480 isoform X1 [Glycine max]
interaction
Glyma. . .
i 25361 | 13861 | 8.23E-1 | . i ko04626//Plant-pathoge | _ . . 0i[947063715|gb|KRH12976.1//0/hypothetical
;g(();zog 12,016 3 11.865 1 10.627 1 4.6062 0.00013 119 n interaction protein GLYMA_15G209200 [Glycine max]
0i[571444898|ref|[XP_006576646.1],gi[947117
Glyma. . g g . y y 926|gb|KRH66175.1/0;0/PREDICTED: TMV
03coss | -10378 | 303 | gmigg | LBIEZ N gaqry | LSOEX N 5omg | TEIEL | 5oesg | THED | greg | KoOAG26NPlanpathoge | . . resistance protein N-like isoform X3 [Glycine
000 max]; hypothetical protein
GLYMA _03G088000 [Glycine max]
Glyma 0i|955377186|ref|[XP_014624710.1/0/PREDIC
' } 2.47E-1 i 3.68E-1 R 2.02E-1 R 2.23E-0 } 2.44E-1 ko04626//Plant-pathoge R G0:0016301//kinase G0:0016310//phosphorylatio TED: probable LRR receptor-like
%85065 4.0878 0 5.3886 2 5.2294 3 3.0335 6 8.6387 0 4096 n interaction activity n serine/threonine-protein kinase At4g08850
[Glycine max]
G0:00095
32//plastid
stroma;GO GO:0044238//primary
:0009526// metabolic
KoO1100//Metabolic s:ife‘;gpe process;GO:0009617//respons
Glyma. pathways;ko00710//Car e ' . eto 0i[356495988|ref|XP_003516852.1)/0/PREDIC
016010 | - . . ; ; ; . . 15559 | 000272 | 1827 | bonfixation in gﬁ,gf’lg?g /G/gﬁgggiiﬁ?,}?o"")l“‘)l bacterium;GO:0006796//phos | TED: phosphoribulokinase, chloroplastic
200 photosynthetic Jast 4 phate-containing compound [Glycine max]
organisms fh Jakoid: metabolic
Gé-ooosé process; GO:0006950//respons
76//extrace etostress
llular
region
QO:QO{GQO?//tetrapyrrole GO:001.016l2//seed dormancy 4il047128604|gb|KRH76458.1];gil947128603]g
binding;GO:0046914//tran process; GO:0009620//respons X " "
Glyma. . - N b|KRH76457.1|/0;0/hypothetical protein
ko00906//Carotenoid sition metal ion eto N
016153 | - - - - -3.0901 | 000016 | - - - - 2099 1 piosynthesis - binding;GO:0016709//0xid | fungus;GO:0009416/respons | ¥ MA_01G153300 [Glycine
300 S i max]; hypothetical protein

oreductase activity, acting
on paired donors, with

e to light
stimulus; GO:0006714//sesqui

GLYMA_01G153300 [Glycine max]
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incorporation or reduction
of molecular oxygen,
NAD(P)H as one donor,
and incorporation of one
atom of oxygen

terpenoid metabolic
process; GO:0006950//respons
e to stress

ko01100//Metabolic
pathways;ko01110//Bio
synthesis of secondary

G0:0003824//catalytic
activity;GO:0016209//anti

0i|734411617|gb|KHN36003.1];gi[947128754|

Glyma. . oxidant . ~A. N : .
016163 | - ~ 247807 | 000100 | 1698 Ewetabolltgs,k000360//P ~ activity;GO:0043169//cati G0:0044710,G0:0006950//re gb_|K3 H76608.1]/0;0/Peroxidase 64 [Glycine
h”‘e‘;‘;“fn';':n o?d binding; GO:0046906//tetra - [Glycine max]
biosynthesis pyrrole binding
ko01100//Metabolic i .
pathways;ko01110//Bio GO:0043169//cation G0:0010383;G0:0009699//p
hesis of d binding;GO:0046906//tetra henyl id bi heti
Glyma. Syntt besll'st0 Eefa%"ae%% GO:00056 | pyrrole oo pro(’;]?)ngg44l7%szyl7t' et:C i|356496705|ref[XP_003517206.1/0/PREDIC
: : metabolites; kol IR - process;GO: single gi ref|]XP_( .
(13[1)(?171 4.48764 0.00016 1661 henylalanine ‘],.\lellcell 2;13;23,60.00162091/““ organism reproductive TED: peroxidase 72-like [Glycine max]
metabolism;ko00940//P activity: GO:0003824//cata process; GO:0006950//respons
henylpropanoid It Y, GO e to stress
biosynthesis ytic activity
G0:0006950//response to
Glyma. :Sggigo”smd‘ and BO00095 | o o ramviase stress;GO:0005976//polysacc | gi[571436239|ref[XP_006573703.1/0/PREDIC
01G203 - - 3.47236 0.00056 2041 metabolism:ko01100// 32//plastid acti;/it Y haride metabolic TED: beta-amylase 3, chloroplastic [Glycine
400 Metabolic ’athwa S stroma 4 process; GO:0000023//maltose max]
P Y metabolic process
G0:0009699//phenylpropanoi
ko00941//Flavonoid . . d biosynthetic
Glyma biosynthesis;ko01100// ;(gi(ﬁl\fiizosggmd%r;duct process; GO:0006950//respons
01&1'4 desiy | 821 a63s1s | 428E2 | a0 | Metabolic . paired don{)'rs Wi?h eto 0i[358248024|ref[NP_001239794.1}/0/anthocya
200 1 5 palhways;koOlllO//Blo incorporation or reduction stress_;GO:OOOllOl//response nidin synthase [Glycine max]
synthesis of secondary of molecular oxygen to acid
metabolites Y chemical;GO:0006996//organ
elle organization
ko00480//Glutathione .
gé’;‘ib 1738 | STTED . ) goo | metabolismkoooseo | GO:0004601//peroxidase | GO:0006950//response to ?gi?j:f&iﬂgﬂg;—?ggﬁ?_88211(‘)/33‘;568517?
. 7 Arachidonic acid activity stress;GO:0044710 N p
400 metabolism [Glycine max]
Glyma. g ko04075//Plant . 0i[359807353|ref|[NP_001241124.1|/1.75331e-
026032 | -17307 | 4% 3 . ; 866 | hormone signal . ; 32'52006950” response to 109/uncharacterized protein LOC100783267
300 transduction [Glycine max]
. " G0:0018342//protein
32.3??;?3:/ fprotein prenylation;GO:0006950//res
Glyma. activity:GO:0004661//prot ponse to gi[734391396|gh|KHN27225.1|/0/Geranylgera
02G093 - - -1.499 0.00924 1491 - - ein Y60 p stress;GO:0009725//response nyl transferase type-1 subunit beta [Glycine
000 0 soja]
gs{ﬁ/ r;{lgeranyltransferase hormone;G0O:0001101//respo
Y nse to acid chemical
Sonoas 4i(947123394]gb|KRH71600.1};qi[356500303F
Glyma. . ef|XP_003518972.1|/1.23787¢-86;1.80694e-58
02G157 | 2.17653 4‘63E'i - - 1215 | - &”Jﬁ:brane - 32'52006950” response to Jhypothetical protein GLYMA_02G157900
900 _bounded [Glycine max];PREDICTED: uncharacterized
organelle protein LOC100527260 [Glycine max]
G0:00319
81//nuclea
r
Glyma. lumen'®0 | cououssTsiinucteic acid | Gor00a728MucIeosome 475622287/gb EMT31524, 1/ 351340-52H
02G224 - - -1.7523 0.00032 826 - . astid: GO binding;GO:0046983//prot organization;GO:0006950//re igstone Ha [Aegilo s tauschiij i
100 !)00444'37, ein dimerization activity sponse to stress gilop
G0:00007
85//chrom
atin;GO:0
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005911//ce
ll-cell

junction;G
0:001602
0//membra
ne
0:00432 G0:0009620//response to . .
31//intrace G0:0043169//cation fungus;G0O:0006464//cellular 0i|356500878|ref|XP_003519257.1|;gi|947124
Glyma. ko04075//Plant llular binding‘GO'OOOA?Zl//pho protein modification 500|gb|KRH72706.1//0;9.96677e-128/PREDIC
02G228 - - 2.69927 0.00104 1955 hormone signal P process; GO:0009755//hormon TED: probable protein phosphatase 2C 25
200 transduction membrane sph_o_protem phosphatase e-mediated signalini [Glycine max];hypothetical protein
-bounded activity g 9 4 P P
organelle pathway;GO:0006950//respon GLYMA_02G228200 [Glycine max]
se to stress
(?zlér;gs sass6a | 000328 | 2207 G0:0006950//response to 4il947124958|gb|KRH73164.1//0/hypothetical
400 ° ° : : - ° ) stress protein GLYMA_02G255400 [Glycine max]
G0:0016705//oxidoreduct
Glyma. Ko01040//Biosynthesis | GO:00095 | ase activity, acting on gg's?é?é%fff@??& | 0i358249324efINP_001239777.1/0/0mega-3
03G056 - - 1.71214 0.00042 2411 of unsaturated fatty 26//plastid paired donors, with 238//Yrim¢:i metahyolic' fatty acid desaturase, chloroplastic-like
700 acids envelope incorporation or reduction primary [Glycine max]
of molecular oxygen process
Glyma. ko04141//Protein G0:0043169//cation G0:0006950//response to .
03G116 | - - 12228 | 000022 | 1885 | processingin - binding;GO:0005515//prot | stress;G0:0044267//cellular g'|73‘.‘4§62j12‘gt("1’|<H.N437f‘6'IVOICha”em”e
600 endoplasmic reticulum ein binding; G0:0032550 protein metabolic process protein dnaJ 2 [Glycine soja]
Glyma. 0.00017 G0:0006950//response to 0i|351727178|ref[NP_001236128.1|/1.64464e-
03G144 -1.1908 : 1 - - 767 - - - stress;GO:0009791//post-emb 90/soybean seed maturation polypeptides
400 ryonic development [Glycine max]
G0:0032787//monocarboxyli
ko00906//Carotenoid ¢ acid mgg?gggagsa " 0i[359807530|ref|NP_001241404.1gi[571443
biosynthesis;ko01100// . process;GO: TeSPONS | 63ref[XP_006576259.1)/0;0/violaxanthin
(()sp,lén;gg _ _ 12355 0.00138 2562 Metabolic (7360600030109 G0:0016491//oxidoreduct :t:ZSS'GO'0006778// orphyri de-epoxidase, chloroplastic-like precursor
500 i : pathways;ko01110//Bio 44;136. ase activity n-coniaini-ng compoupndp V! [Glycine max];PREDICTED: violaxanthin
synthesis of secondary metabolic de-epoxidase, chloroplastic-like isoform X5
metabolites process;GO:0016122//xantho | LG!Yeine max]
phyll metabolic process
G0:00095
21,G0O:00
31224/intr
insic
gnf)mponent G0:0009314//response to
membrane ) radiation;GO:0010038//respo
ko01100//Metabolic :GO:0009 ;Sﬁ?ﬁ?zoa’émd%'ﬁﬁg‘ ?jﬁ_gon?gg‘l'%mﬂh exose 4i|358248146]ref|NP_001240080.1]:gi|947112
Glyma. pathways;ko00710//Car 526//plasti \dehyd yr’ X gr £ m t b ii 595|gb|KRH60897.1|/0;0/uncharacterized
04G015 | - - 12822 | 000762 | 1767 | bon fixation in d alcenyde or oxo group 0 etabofic protein LOC100806482 [Glycine
900 photosynthetic envelope; donors, NAD or NADP as p_roce_zss,.GO._0015977/. /carpon max]; hypothetical protein
organisms GO:00005 | 2ceeptor:GO:0000166//nuc | fixation:GO:0034285:G0:004 | ) VA 04G015900 [Glycine max]
34//chloro leotide binding 4237//cellular metabolic -
plast process; GO:0006950//respons
thylakoid: e to stress
G0:00055
76//extrace
llular
region
G0:0001101//response to
Glyma. ) - acid gil918463735|gb|ALA09212.1//4.09473e-165/
046042 | - - s | BIED | g7 | - SO:000367G/uclelc acid | chemicaliGO:-0009725/I1ESPO. | pryyHD-like transcription factor, partil
inding nse to .
300 [Glycine max]

hormone; GO:0006950//respo
nse to stress

20x 20




G0:00421

75/Inuclea
r outer
membrane
endoplas | G0:0046914/ransition
reticulum LT!E[;.I |u_n y Jirib § I
Glyma membrane in |ng»,G0.0032553 ribo G0:0006950//response to .
046095 R R R ) ) ) R R 102603 0.00198 2834 R network:G nucleotide stress;GO:0044710;G0:0001 0i|734336550|gb|KHN08276.1|/0/NADPH--cyt
500 : : 0_00432’3 binding;G0:0016653//oxid 101//response to acid ochrome P450 reductase [Glycine soja]
1/}intrace|l oreductase activity, acting chemical
ular on NAD(P)H, heme
membrane protein as acceptor
-bounded
organelle;
GO0:00444
44
G0:0009628//response to
abiotic .
Glyma. . - ; . 0i|918463511|gh|ALA09100.1//6.86589-168/
04G103 | - - - - - - - - 135648 | 000552 | 1940 | - - 328?2:3676” nucleic acid 222‘;“'“5'60'0006950” TSPON | AP2-EREBP transcription factor, partial
900 stress;GO:0006351//transcript [Glycine max]
ion, DNA-templated
?E/g?ﬁﬁ; G0:0044765;G0:0044763;G
Syme | ) ) ) ) ) ) ) ouos | 1720 | e | c GO000s21s/Mransporter | Spoouoo28iifesponse to 4il947115071jgb|KRH63373.1)/0/hypothetical
800 7 g(f)mponent activity stimulus; GO:0006950//respon protein GLYMA_04G171800 [Glycine max]
membrane se to stress
0i|955317145|ref|]XP_014630314.1],gi[571451
376]ref|XP_006578711.1|;gi|947115507|gh|KR
H63809.1J;gi[947115506|gb| KRH63808.1//8.85
606e-114;9.6204e-126;2.55023e-92;4.98088e-
Glyma 104/PREDICTED: protein TAPETUM
. R 5.29E-0 R 6.42E-1 R 3.18E-0 R 1.59E-0 B 1.08E-1 ~ _ R G0:0006950//response to DETERMINANT 1-like isoform X2 [Glycine
2401(?198 2.6678 7 3.3658 1 2.741 5 3.0729 7 4.8711 3 1469 stress max];PREDICTED: protein TAPETUM
DETERMINANT 1-like isoform X1 [Glycine
max]; hypothetical protein
GLYMA_04G198200 [Glycine
max]; hypothetical protein
GLYMA _04G198200 [Glycine max]
Glyma. G0:0006950//response to .
GO0:00444 P ) 0i|734370890|gb|KHN19500.1|/0/PP2A
04G234 | - - - - - - - - -1.1283 | 000084 | 1920 | - - stress;G0:0007165//signal ; e
200 44 transduction regulatory subunit TAP46 [Glycine soja]
G0:0010035//response to
inorganic .
Glyma. : : : : . GO 0i[356514200|ref[XP_003525794.1//0/PREDIC
056055 | 214507 | L57F g 187087 | L7OF g 172717 | 821E g 151007 | S%F g 189239 | 0.00019 | 2415 | - ZO 00444 :;:stt:nce,eo.oooe%oﬂ "8P0 | TED: hsp70-Hsp90 organizing protein 1-like
600 stress;GO:0009628//response [Glycine max]
to abiotic stimulus
ko01100//Metabolic . .
pathways;ko01110//Bio 69-9093824”“‘;'3"” )
synthesis of secondary aCt_I[\]/It){.G0.00lG 09//anti
Glyma. . oxidant ’ A . .
056103 114818 1.02E-0 _ R R R _ ~ 3.03169 0.00478 1511 metabolltgs,k000360//P ~ activity;GO:0043169//cati G0:0044710;G0:0006950//re g||73432t_3591\g_b|KHN06005.1|/0/Per0x|dase
500 6 henylalla_nm.ek on sponse to stress 73 [Glycine soja]
h”‘;‘;?p“ﬂ';g‘n Kodo940/iP binding;GO:0046906//tetra
biosynthesis pyrrole binding
G0:0051707//response to
other .
Glyma. . 0il947110493|gb|KRH58819.1)/3.72565e-46/h
05G150 | - . . ; ; ; . . 325457 | 000072 | 533 | - . ; organism;GO:0001101//respo | vy etical protein GLYMA,_05G150100
nse to acid N
100 [Glycine max]

chemical;GO:0009694//jasmo
nic acid metabolic

20x 20




process; GO:0010243//respons
e to organonitrogen
compound;GO:0009755//hor
mone-mediated signaling
pathway;GO:0006950//respon
seto

stress; GO:0006984//ER-nucle
us signaling pathway

Glyma.
05G192
800

111757

1.37E-0
6

1.20541

0.00028
7

1.06995

0.00074

1167

G0:0006950//response to
stress;GO:0010118//stomatal
movement

0i[571453058|ref|XP_006579344.1)/3.27039-
180/PREDICTED: uncharacterized protein
LOC100305573 isoform X2 [Glycine max]

Glyma.
05G193
500

-1.0648

7.82E-0
6

1538

G0:0046914//transition
metal ion
binding;G0O:0003824//cata
Iytic activity

G0:0009617//response to
bacterium;GO:0006950//resp
onse to

stress; GO:0009755//hormone-
mediated signaling

pathway; GO:0032446//protei
n modification by small
protein conjugation

gi[734406748|gb|KHN34095.1|/0/E3
ubiquitin-protein ligase RGLG1 [Glycine soja]

Glyma.
05G195
000

-2.6388

0.00091

3.46722

1.71E-0
5

1488

GO0:00095
36//plastid

G0:0003676//nucleic acid
binding;G0O:0019901//prot
ein kinase binding

G0:0009314//response to
radiation;GO:0051707//respo
nse to other
organism;G0:0001101//respo
nse to acid
chemical;GO:0032535//regula
tion of cellular component
size;G0:0034285;G0:000695
0//response to
stress;GO:0006351//transcript
ion, DNA-templated

0i[959092818|ref|NP_001304649.1/0/NAC
domain-containing protein 2 [Glycine max]

Glyma.
05G211
700

A
#

2.36E-0
5

i
#

1.97E-0
8

2131

ko00270//Cysteine and
methionine
metabolism;ko01100//
Metabolic
pathways;ko01110//Bio
synthesis of secondary
metabolites

G0:0043168//anion
binding;GO:0005515//prot
ein
binding;G0O:0016846//carb
on-sulfur lyase activity

G0:0001101//response to
acid
chemical;G0O:0010039//respo
nse to iron
ion;G0:0009692;G0:000972
5//response to
hormone;G0:0018871;G0:00
03006//developmental process
involved in
reproduction;GO:0006950//re
sponse to

stress; GO:0009605//response
to external stimulus

0i|351726068|ref|[NP_001236858.1|/0/1-amino
cyclopropane-1-carboxylate synthase [Glycine
max]

Glyma.
06G002
000

1.70251

2.14E-0
5

2049

G0:00312
24//intrinsi
c
component
of
membrane

GO:0005515//protein
binding

G0:0006950//response to
stress

0i[356517840|ref[XP_003527594.1//0/PREDIC
TED: MLO-like protein 1 [Glycine max]

Glyma.
06G034
600

2.10368

0.00783

1909

ko00500//Starch and
sucrose
metabolism;ko01110//
Biosynthesis of
secondary
metabolites;ko00520//
Amino sugar and
nucleotide sugar
metabolism

GO0:0016740//transferase
activity

G0:0003002//regionalization;
G0:0042545//cell wall
modification;GO:0006950//re
sponse to
stress;G0O:0048827//phyllome
development;GO:0000003//re
production;G0O:0010413//gluc
uronoxylan metabolic process

0i[356519066|ref[XP_003528195.1/0/PREDIC
TED: probable galacturonosyltransferase-like
1 [Glycine max]

Glyma.
06G058
500

1.45219

0.00012

1998

ko00062//Fatty acid
elongation;ko01110//Bi
osynthesis of secondary
metabolites

G0:00432
31//intrace
llular
membrane
-bounded
organelle

GO0:0016746//transferase
activity, transferring acyl
groups

G0:0009314//response to
radiation; GO:0006950//respo
nse to
stress;GO:0006631//fatty acid
metabolic process

gi[356514790ref[XP_003526086.1|/0/PREDIC
TED: 3-ketoacyl-CoA synthase 10-like
[Glycine max]

20x 20




Glyma.

ko00053//Ascorbate
and aldarate

G0:0046906//tetrapyrrole

G0:0009409//response to
cold;GO:0007165//signal

0i[947104871]gb|KRH53254. 1], gi[356515910|
ef|XP_003526640.1|;gi[947104870|gb|KRH53
253.1]/9.09605e-131;0;0/hypothetical protein

Lo GO0:00319 Iy f transduction;G0:0044710;GO GLYMA_06G114400 [Glycine
285’114 ° ° ) ) ° - 1.75694 | 000525 | 1499 gf&?;?]!g:gkoomgou 76 g;nig;nn%,;;c%?glezosa//anu :0006950//response to max];PREDICTED: probable L-ascorbate
metabolism stress; GO:0044699;G0:0050 peroxidase 6, chloroplastic isoform X1
896//response to stimulus [Glycine max];hypothetical protein
GLYMA_06G114400 [Glycine max]

Glyma. . G0:0006950//response to 0i|947105410|gb|KRH53793.1|/2.22017e-164/

06G146 | - - - - - - 2.64031 3'46E'g 669 | - - St?sfgigtﬁagg%%g‘;z‘;% stress;GO:0007154//cell hypothetical protein GLYMA_06G146200

200 s communication [Glycine max]

G0:0009314//response to
radiation;GO:0051707//respo
nse to other
} o 0rganism;GO:0001101//respo | - o151 3044651 |gbAGO14648.1];qil947105577|

Glyma 8.92E-0 GOoo0gs | CO:0008676/nucleicacid | nse to acid gbJKRH53960.1)/0;0/NAC transcription factor

06G157 - - -3.1491 . 5 - - - - 1609 - 36//p|astid binding;G0O:0019901//prot chemical;GO:0032535//regula [Glycine max]:hyp;)lhetical protein

400 ein kinase binding tion of cellular component ’ "

§i76:G0:0034285:G0O:000695 GLYMA_06G157400 [Glycine max]
0//response to

stress;GO:0006351//transcript

ion, DNA-templated

G0:0001906//cell

Glyma. killing;G0O:0006950//response 0i|947105631|gb|KRH54014.1|/2.52264e-26/h

06G160 - - - - - - -1.8168 0.00013 584 - - - to ypothetical protein GLYMA_06G160300

300 stress;GO:0009620//response [Glycine max]

to fungus

ggé"l‘gb . . i i . . ag6255 | 65%E0 | e | - . . GO:0006950//response to 4i[734341038|gb|KHN09676.1)/1.27287e-30/D

200 ! 5 stress efensin-like protein 6 [Glycine soja]

Glyma. ) gi[571460950|ref|XP_006581852.1]/1.48014e-

06G167 | 1.65043 1.315-g - - - - - - 1714 | - - - 22'52006950” response to 100/PREDICTED: protein TAPETUM

300 DETERMINANT 1-like [Glycine max]

60:0006950/response to gil571461147|reflXP_003527005.2]i[571461

Glyma ress;GO:0001101 esponse 149|ref|XP_006581911.1//0;0/PREDICTED:

06617§ 13003 0.0001 } } R B B : 2618 ko00052//Galactose G0:00095 G0:0008378//galactosyltra o a ciél . galactinol--sucrose galactosyltransferase

200 ) . metabolism 36//plastid nsferase activity chemical;GO:0044238//prima isoform X1 [Glycine max];PREDICTED:

p metab’olic .rocess galactinol--sucrose galactosyltransferase
Y P isoform X2 [Glycine max]
G0:00312

Glyma. 24/fintrinsi ) GO:0044763,GO:0009628/1e | 196651905 ref|XP_003528188. L/0/PREDIC

066192 | - - 30559 | 33EQ | 406 | MUET | gsees | 38EEL | g5y | . ¢ GO:0005215/ftransporter | - sponse to abiotic TED: organic cation/carnitine transporter

100 : 6 : 6 : 0 component activity stimulus;GO:0006950//respon 3-Iiké [Glycine max]
of se to stress
membrane

0i[571461496]ref[XP_006582018.1],gi[955325
GO:00329 | G0:0036094//small 195]ref|XP_014632096.1|;gi[571461494]ref|XP
91//macro molecule _003528224.2/0;0;0/PREDICTED:

Glyma. :S?\Z?ﬁEQIQ;RNA molecular binding;G0O:0097159//orga GO:0006950//response to glycine-rich cell wall structural protein 1.8-like

06G203 - - - - - - 1.96284 0.0008 2929 pathway;ko03040//Spli complex;G nic cyclic compound streés P isoform X2 [Glycine max];PREDICTED:

800 ceosome' 0:001902 binding;G0O:0046914//tran glycine-rich cell wall structural protein 1.8-like
8//viral sition metal ion isoform X3 [Glycine max];PREDICTED:
capsid binding;G0O:0032550 glycine-rich cell wall structural protein 1.8-like

isoform X1 [Glycine max]
G0:00432 G0:0001101//response to

Glyma 31//intrace o acid ) .

06(3248 R R .3.8586 2.79E-0 R R R ; 1786 R llular (3_0:(_)003676//nuc|e|c acid chemical;GO:0006950//respo g||5640_10_296\gb|AH863576.1\/0/NAC

900 : 5 membrane binding nse to transcription factor [Glycine max]

-bounded stress;GO:0006351//transcript
organelle ion, DNA-templated

20x 20




G0:00432 0i[571457925]ref[XP_006580951.1],gi[351727
Glyma 31//intrace 048|ref|[NP_001237915.1|/1.7048e-78;1.30928
y ~ R ~ llular R GO0:0006950//response to €-53/PREDICTED: uncharacterized protein
285309 1.2445 0.00242 1565 membrane stress LOC100527051 isoform X1 [Glycine
-bounded max];uncharacterized protein LOC100527051
organelle [Glycine max]
. G0:0008152//metabolic
koOllOO/{Melabollc . process; GO:0006950//respons
Glyma. pathways,koOlllO//Blo } eto . )
07G026 R 1.0438 0.0035 1418 synthbesll_s of_ liec::)ndar% R Es_od.(_)048037//cofactor stress;GO:0010038//response g|||73431113393\gb|K|}-|NOlZQQ.ll/O/Dlhydroflavo
300 hmetaI olites; (_)(?0940 P inding to metal nol-4-reductase [Glycine soja]
enylpropanoi It
biosynthesis |0r_1,G0.00_01101//response to
acid chemical
" G0:0016705//oxidoreduct . .
Glyma. ko01040//Biosynthesis flc/) /33?)?3 ase activity, acting on ags'ogt[ﬁ?f/ fatty acid gi[734428355|gh|KHN44706.1|/0/Omega-3
07G151 - 1.40593 0.00181 2130 of unsaturated fatty paired donors, with yntnetic fatty acid desaturase, chloroplastic [Glycine
. plast : - . process; GO:0006950//respons "
300 acids envelope incorporation or reduction e 1o stress soja]
P of molecular oxygen
G0:00059 " "
5 . 0i[356523332|ref|XP_003530294.1],gi[947100
Glyma. ko04141//Protein L1/fcell-ce ) ) GO:0006950//response to 925|gb|KRH49417.1//0;0/PREDICTED: dnaJ
5.53E-0 - I G0:0003824//catalytic stress;GO:0000904//cell A . A
07G152 - -1.5243 6 2549 processing in function:G L h s involved i protein ERDJ3A-like [Glycine
900 endoplasmic reticulum ju.nctlon, activity g]?frp og_en_em? |n\{o vec in max]; hypothetical protein
?.004443 ifferentiation;G0:0044710 GLYMA 076152900 [Glycine max]
ko00010//Glycolysis /
Gluconeogenesis; ko011 . .
Glyma 1.86E-0 00//Metabolic GO0 | GO:0046872//metal ion. GO:0006950//response to gi[356521044|ref|XP_003529168.1/0/PREDIC
07G153 - 1.84364 2322 N . binding;G0:0019842//vita X y
7 pathways;ko01110//Bio 44 P stress TED: pyruvate decarboxylase 2 [Glycine max]
100 d min binding
synthesis of secondary
metabolites
G0:0048731//system
development;GO:0009755//h
G0:0017111//nucleoside-t ormone-mediated signaling
Glyma. 1203 riphosphatase pathway;G0O:0009966//regula 0i[571467801|ref|XP_006584045.1|/0/PREDIC
07G252 - 1.43578 0.00029 3 - - activity;G0:0032550;GO: tion of signal TED: chromatin structure-remodeling complex
100 0003676//nucleic acid transduction;GO:0008152//m protein SYD-like isoform X1 [Glycine max]
binding etabolic
process; GO:0006950//respons
e to stress
ko00562//Incsitol
phosphate
metabolism;ko00053// G0:0019852//L-ascorbic acid
Ascorbate and aldarate metabolic . -
Glyma metabolism;ko04070//P | GO:00444 process;GO:0046488//phosph ggrééﬁ:ffﬂgi%gﬁﬁggfgi1"9"947102679‘
07G266 | - 2.87174 | 000144 | 1505 | hosphatidylinositol 446000 | 150070456 atidylinositol metaholic monophosphatase 3 [Glycine
signaling 16020//me process; GO:0009628//respons o . 4
200 " > soja] ;hypothetical protein
system;ko01100//Meta mbrane e to abiotic GLYMA 07G266200 [Glycine max]
bolic stimulus; GO:0006950//respon - Y
pathways;ko01110//Bio se to stress
synthesis of secondary
metabolites
G0:0009888//tissue
development;GO:0001101//re
sponse to acid
ko00562//1nositol chemical;GO:0046488//phosp
phosphate hatidylinositol metabolic .
Glyma. metabolism;ko04070//P G0:0046030//inositol process; GO:0009416//respons %'lEEg.1f6891f?r‘\fsfi‘éf‘g?GE’::sliz}leVO/PREch
07G273 - 1.5463 0.00852 3844 hosphatidylinositol - trisphosphate phosphatase e to light 5. hésyﬁatase 12-Iik2 is);pformpxz [Glycine
800 signaling activity stimulus; GO:0031667//respon m;)x] P V!
system;ko01100//Meta se to nutrient
bolic pathways levels;GO:0009756//carbohyd
rate mediated
signaling;GO:0048878//chemi
cal

20x 20




homeostasis;GO:0044723;GO
:0022622//root system
development;GO:0006950//re
sponse to stress

ko00564//Glycerophos
pholipid
metabolism;ko04070//P

G0:0006796//phosphate-cont
aining compound metabolic
process; GO:0006950//respons
eto

Glyma. 7.09E-0 hosphatidylinositol G0:001630L//kinase stress;GO:0048827//phyllome | gi[734363861|gb|KHN16922.1/5.93051e-137/
08G003 ) 7.60589 6 2090 signaling B activity development;GO:0007186//G Diacylglycerol kinase 1 [Glycine soja]
900 system; ko00561//Glyce " ’I d .
rolipid -protel!n coupled receptor
. signaling
metabol|§ m;ko01100// pathway;G0:0022622//root
Metabolic pathways
system development
G0:0001101//response to
acid
chemical;G0O:0010039//respo
ko00270//Cysteine and nse to iron
methionine G0:0043168//anion ion;G0:0009692;G0:000972
Glyma. metabolism;ko01100// binding;GO:0005515//prot 5//response to . .
08G018 -3.58 258475 | 001002 | 2236 | Metabolic - ein hormone;GO:0018871;GO:00 g'rfgr?%zfii‘/lgﬂ%gggggébl‘[/glhifmﬁgi;'
000 pathways;ko01110//Bio binding;G0O:0016846//carb 03006//developmental process p = Y
synthesis of secondary on-sulfur lyase activity involved in
metabolites reproduction;GO:0006950//re
sponse to
stress;GO:0009605//response
to external stimulus
G0:00303
12//extern
al
ko00010//Glycolysis / ie:gca”su'a‘ G0:0010038//response to
Gluconeogenesis; ko011 metal
. structure; oGO i
Glyma. ggfmz;as?ﬁggmousio G0:00095 ::Ofnﬁg&?gcger?mitlal{:%el?teersagr?g 0i[356525742|ref|XP_003531482.1)/0/PREDIC
. 2 32//plastid G0:0032550;,G0:0016301 CO . o kil . i
08G165 - -1.1441 0.00085 1946 synthesis of secondary stroma:GO /lkinase activity energy;G0:0006796//phospha TED: phosphoglycerate kinase, cytosolic
500 metabolites;ko00710//C '00095'26// te-containing compound [Glycine max]
arbon flxatlolj in plastid metabo!lc ]
photosynthetic envelope: process; GO:0006950//respons
organisms P 0'0035'5 e to stress
76//extrace
llular
region
ko01100//Metabolic .
" : G0:0003824//catalytic
gj:t“h"gssgfgelcl‘;‘g; rBy'° activity;GO:0016209//anti
Glyma. - oxidant .
} metabolites;ko00360//P R AP, : G0:0044710,G0:0006950//re 0i|571471963|ref|XP_006585454.1|/0/PREDIC
285181 1.45236 0.00429 1365 henylalanine 2?\1'\"[)"(30'0043169”(:3" sponse to stress TED: peroxidase 43-like [Glycine max]
L’f;;:’;r'é;g‘ngfgog‘m” P binding;GO:0046906//tetra
biosynthesis pyrrole binding
gi[734347256]gb|KHN11319.1];gi[947095629)]
Glyma. g G0:00160 G0:0010178//IAA-amino . O gb|KRH44214.1|/0;0/IAA-amino acid
086196 - 102803 | 2%E0 | aem | - 20membr | acid conjugate hycrolase | SO'0002831GO:0006950e | -y rotase 1L R1-like 4 [Glycine
800 ane activity P soja] ;hypothetical protein
GLYMA_08G196800 [Glycine max]
Glyma. ) 0i[351726098|ref|[NP_001236859.1)/1.45163¢-
08G230 - 10.4957 1'5°E'é 790 | - - - GO:0006950//response to 110/uncharacterized protein LOC100499848
stress N
500 [Glycine max]
G0:00432 G0:0044707;G0:0018208//p
Glyma. 6.60E-1 31/fintrace G0:0016859//cis-trans eptidyl-proline gi[955338317|ref[XP_014634970.1|/0/PREDIC
08G346 2.41662 2.85661 . 0 2216 - llular isomerase modification;GO:0006950//re TED: peptidyl-prolyl cis-trans isomerase
700 membrane activity; GO:1902936 sponse to FKBP62-like [Glycine max]
-bounded stress;GO:0010038//response

20x 20




organelle; to metal ion
GO0:00444
44
ko00562//Inositol
phosphate
metabolism;ko00053// G0:0019852//L-ascorbic acid
Ascorbate and aldarate metabolic " .
metabolism;ko04070//P GO0:00444 process; GO:0046488//phosph gll734420434\gb|K_}-|N40821.l|,g|\947[_)87895\
Glyma. S A S . gb|KRH36560.1|/0;4.89277e-157/Inositol
09G011 | - - 15069 | 000123 | 1825 | Mosphatidylinositol 446000 1 500070456 atidylinositol metabolic monophosphatase 3 [Glycine
i : signaling 16020//me : process; GO:0009628//respons . p phata Y/
100 " 0 soja] ;hypothetical protein
system;ko01100//Meta mbrane e to abiotic GLYMA 09G011100 [Glycine max]
bolic stimulus; GO:0006950//respon = Y
pathways;ko01110//Bio se to stress
synthesis of secondary
metabolites
kooLL00/Metabolic G0:0003824//catalytic
Eymh egi'ss'of secondry activity;GO:0016209//anti
(?9'3(’;”3;'2 og00g | L83E2 i ) 1ogg | metabolitesiko00360/P | g:tli[\jz?t-eo-oo 43160//cati | GO:0044710,G0:0006950//re | gi[351723793}ref|NP_001238315.1/0/peroxida
300 } 0 henylalanine on /GO sponse to stress se precursor [Glycine max]
metabolism;ko00940//P binding; GO:0046906//tetra
henylpropanoid pyrrole binding
biosynthesis
ko01100//Metabolic .
. . G0:0003824//catalytic
pathways;ko01110//Bio activity:GO:0016200//anti
Glyma. synthbesll_s 0f§econdar/¥ oxidant } .. " . " ok
09G022 R R 2.90683 0.00075 1409 metabolites; 000360//P R activity:G0:0043169//cati G0:0044710;G0:0006950//re g||255§37517\g |ACU19085.1}/0/unknown
henylalanine sponse to stress [Glycine max]
400 metabolism;ko00940//P on
o binding;GO:0046906//tetra
henylpropanoid pyrrolegbinding
biosynthesis
K o G0:0003824/Icatalytic
gynthes¥s of secondary activity;G0O:0016209//anti
Glyma. N oxidant . .
_ _ 1.13E-0 metabolites;ko00360//P ~ A " G0:0044710;G0:0006950//re 0i|734380812|gb|KHN22992.1|/0/Peroxidase
09G023 8.80154 5 1449 henylalanine activity;G0:0043169//cati sponse to stress C3 [Glycine soja]
o metabolism;ko00940//P Einnding'GO'0046906Utetra
henylpropanoid pyrrole 'bind‘ing
biosynthesis
Glyma. ’ ' ) ' 0i[351726932|ref|NP_001237911.1)/1.98544e-
096040 | - . 8.06853 4.5052 936 | - . iﬂ;{??ow“’/“‘a'y"c 22'52006950’”“"0”55 to T10/uncharacterized protein LOC100305867
600 4 [Glycine max]
EEShlml,gS! e o G0:0003824//catalytic
synthesis ’0 f secondary activity; G0:0016209//anti
Glyma. - oxidant . .
i 2.27E-1 . i metabolites;ko00360/P | e ) G0:0044710;GO:0006950//re | gi|947088498|gh|KRH37163.1}/0/hypothetical
285048 5.5581 7 945 henylalanine 2?\“\’")"(30'0043169/ fcati sponse to stress protein GLYMA_09G048400 [Glycine max]
metabolism;ko00940//P binding; GO:0046906//tetra
henylpropanoid pyrrole binding
biosynthesis
G0:00312 G0:0009152//purine
24/[intrinsi ’ A ribonucleotide biosynthetic
c ﬁﬁggg?iiot:?&g;lhgalsl process; GO:0006970//respons
component | e to osmotic
of N " stress;GO:0009154//purine gi[571476496|ref|XP_006586984.1/;9i[947088
Glyma. K000190//Oxidative membrane 2?\“\"“”60'0043169//°at' ribonucleotide catabolic 618|gb|KRH37283.1|/0;0/PREDICTED:
09G056 - - 1.39593 0.00325 3594 hosphorylation ;G0:0005 binding: GO:0008324//cati process; GO:0006811//ion plasma membrane ATPase 4-like [Glycine
300 pnosphory 911//cell-c on trar?:;merﬁbrane transport;GO:0015988//energ max]; hypothetical protein
ell transporter y coupled proton GLYMA_09G056300 [Glycine max]
eS| scimicoooseraime | LesTeTbne o
1/fintracell 9 gradient;GO:0010118//stomat
ular al
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membrane

movement;GO:0001101//resp

-bounded onse to acid
organelle chemical;GO:0006950//respo
nse to stress
ggfgzﬁ;ﬁ{l m"fﬁ;:f[;figm 4il947090724|gb|KRH39389.1,gi|356531319r
Glyma. . A ef|XP_003534225.1|/0;0/hypothetical protein
096195 | - - 11164 | 000922 | 1663 | - - Go:0004721Iphosphoprot | processiGO:0006950/respons | 'y _00G195800 [Glycine
800 ein phosphatase activity eto ~A . max];PREDICTED: serine/threonine-protein
stress,G0.00_SOSZ?//lntraceIIu phosphatase 7-like [Glycine max]
lar receptor signaling pathway
G0:0090501//RNA
phosphodiester bond
hydrolysis;GO:0006396//RN
A " "
. gi[571478408|ref|XP_003533406.2],gi|947090
Glyma Ko0414L/Protein G0:0032550;G0:0004672 sirr?ce55|ng,60.00064681/ Prot | 746/gblKRH39411.1/0;0/PREDICTED:
. o Ilprotein kinase . serine/threonine-protein
09G197 - - 1.23284 0.00143 3119 processing in - . phosphorylation; GO:0030968 : - e
000 endoplasmic reticulum actlvny,pp.0004518//nuc| Hlendoplasmic reticulum kmaselen.dorlbonu.clease IR!Ela like |.soform
ease activity . X1 [Glycine max];hypothetical protein
unfolded protein GLYMA _09G197000 [Glycine max]
response;GO:0010033//respo - V!
nse to organic
substance;GO:0006950//respo
nse to stress
G0:00058
ko00630//Glyoxylate 40/ l/nbolso G0:0009314//response to
and dicarboxylate me;G0:00 radiation;GO:0010038//respo
metabolism;ko01100// 23332//“& nse to métal ’
Metabolic stroma:GO G0:0008187//poly-pyrimi ion;GO:0009069//serine 0i|734417401|gb|KHN38901.1|;9i[947090836|
pathways;ko01110//Bio '0[)095'26// dine tract family amino acid metabolic gb|KRH39501.1/;gi[947090837|gb|KRH39502.
Glyma. 0.00335 synthesis of secondary . Jastid binding;G0:0043168//anio process; GO:0006730//one-car 1//0;0;0/Serine hydroxymethyltransferase,
09G202 1.15195 : 2 - - 1905 metabolites;ko00460//C g nvelope: n bon metabolic mitochondrial [Glycine soja];hypothetical
000 yanoamino acid GO'Ongg binding;G0:0016742//hyd process; GO:0048511//rhythm protein GLYMA_09G202000 [Glycine
metabolism;ko00670// 76'60'00 roxymethyl-, formyl- and ic max]; hypothetical protein
One carbon pool by 05;376 /}ext related transferase activity process; GO:0043094//cellular GLYMA_09G202000 [Glycine max]
folate;ko00260//Glycin metabolic compound
e, serine and threonine :ffél:-léro salvage; GO:0006950//respons
metabolism '0816620// e to stress
membrane
G0:00095
32/[plastid
'S(IJrOUOnQ]aS;ZGGS GO:0044238//primary
e metabolic
ko01100//Metabolic g:i‘fe‘;gpe process;GO:0009617//respons
Glyma. palhwayg;ko(?OHO//Car 60:00095 G0:0032550:G0:0016301 eto . g||35§495988\re_ﬂXPjOSSlGBSZ.lVOIP_REDIC
09G210 - - -1.2504 0.00378 1894 bon fixation in 34//chloro J/kinase activit bacterium;G0O:0006796//phos TED: phosphoribulokinase, chloroplastic
900 photosynthetic Jast 4 phate-containing compound [Glycine max]
organisms fh Jakoid: metabolic
Gé'OOO&": process; GO:0006950//respons
76//extrace etostress
llular
region
G0:0046906//tetrapyrrole 0i[734348207|gb|KHN11785.1[,gi[047091113]
binding;GO:0046914//tran . gb|KRH39778.1];gi|947091114|gb|KRH39779.
sition metal ion GOO10162Isced doMmancy | 11qijo47091112/gb|KRH39777.11gi[94709111
binding; GO:0016709//oxid gm 10! P 0lgb|KRH39775.1}/0;0;0;0;0/Abscisic acid
oreductase activity, acting ~A 8'-hydroxylase 1 [Glycine soja] ;hypothetical
Syma | ) 200812 | 000085 | 2070 | k000OB/Carotenoid ) on paired donors, with ZUlr;gIl;;}]?O.OOOQMG// Tespons | orotein GLYMA 09G218600 [Glycine
500 biosynthesis incorporation or reduction stimulus;GO:0006714//sesqui max]; hypothetical protein

of molecular oxygen,
NAD(P)H as one donor,
and incorporation of one
atom of
oxygen;G0O:0016491//oxid

terpenoid metabolic
process; GO:0006950//respons
e to stress;G0:0044710

GLYMA_09G218600 [Glycine
max]; hypothetical protein
GLYMA_09G218600 [Glycine
max]; hypothetical protein
GLYMA_09G218600 [Glycine max]
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oreductase activity
G0:0006796//phosphate-cont
aining compound metabolic
. . process; GO:0006950//respons
Shma | ] ] ) ) ) ] ) Lezeg | LOBEQ | oo | KovaleoiReguiationof | GO0004672ffprotein eto 4il947082911]gb|KRH31632. 1{/0/hypothetical
700 ! 3 autophagy activity:GO:0032550 stress;GO:0006464//cellular protein GLYMA_10G001700 [Glycine max]
/GO protein modification
process; GO:0007154//cell
communication
G0:00059 G0:0032550;G0:0017111
I]illlcell-ce le/nucleos|de-tr|phosphatas G0:0006835//dicarboxylic
- - acid
junction;G activity; GO:0015405;GO: A
Glyma. 2 80E0 KO02010//ABC 0:003122 | 0051183//vitamin Lf:fg%’:l;go'oosmm TESPO | gij356536723|ref[XP_003536885.1)/0/PREDIC
10G019 - - - - - - - - 2.03198 : 6 6495 transporters 4/fintrinsic transporter organism: GO:0009154//nurin TED: ABC transporter C family member
000 P component | activity;GO:0016628//oxid e r%bonuc]eotiﬁe catabolig 4-like [Glycine max]
of oreductase activity, acting P
process; GO:0006950//respons
membrane on the CH-CH group of € 10 stress
;G0:0044 donors, NAD or NADP as
437 acceptor
ko01100//Metabolic
N : G0:0046906//tetrapyrrole
pathways;ko01110//Bio . "
Glyma. z;ﬁ;;;i::igggg%%r/}llp G0:00444 g;(';g;”n%~90-0015209//a”" GO:0006950//response to 4i|356537521ref[XP_003537275.1}/0/PREDIC
éggOSO - - - - -3.2757 0.00016 - - - - 1493 henylalanine m activity;GO:0043169//cati thrgj/s;GO:0044710;GO:0009 TED: peroxidase 21 fGchine max]
metabolism;ko00940//P on response to fungus
henylpropaﬁoid binding;G0O:0003824//cata
biosynthesis Iytic activity
G0:00095
26//plastid
Glyma. ';Sffe‘?lllz’:e‘RNA envelope; | GO:0003676/Mucleic acid | gooooee gil356533254|ref|XP_003535181.1//4.03851e-
10G058 - - - - - - - - -1.1006 0.00133 1495 athway:ko03040//Spli G0:00095 binding;GO:0036094//sma stre.ss P 170/PREDICTED: 29 kDa ribonucleoprotein
500 geosom);' P 34/[chloro Il molecule binding A, chloroplastic [Glycine max]
plast
thylakoid
G0:00058
40//riboso
me;GO:00
09532//pla
::Ir(; ma:GO G0:0010038//response to
Glyma. N g G0:0032550;G0:0046914 metal . .
106127 | - - - - - - 1132 | 000019 | - - 2177 sgofaodlaf:{{) iNA '?233326” [ftransition metal ion i0n;GO:0006457//protein %‘gﬁggﬁ‘;zﬁ‘gﬂﬁ d’;‘é?fgi'{gécsg?gfr"”'”
800 g gnvelo o binding folding; GO:0006950//respons ! 4 )
GO'00’14'4 e to stress
37,G0:00
44429;GO
:0016020//
membrane
G0:0044267//cellular protein 0i|947084964|gb|KRH33685.1[;gi|947084962|g
6000444 metabolic b|KRH33683.1];0i[356534945ref[XP_0035360
Glyma 36'(-30'00 process; GO:0009628//respons 11.1)/1.08891e-130;0;0/hypothetical protein
y ~ 8.16E-1 ~ 167E-1 ~ 3.41E-0 R ~ R ~ A G0:0016853//isomerase e to abiotic GLYMA_10G139500 [Glycine
ég(CJ;BQ 2.3686 9 25732 2 2.4054 8 1.8652 0.0001 1869 %;:03;5%% activity stimulus;G0O:1901700;G0:00 max]; hypothetical protein
ih Jakoid 06950//response to GLYMA_10G139500 [Glycine
4 stress;GO:0010033//response max];PREDICTED: peptidyl-prolyl cis-trans
to organic substance isomerase, chloroplastic [Glycine max]
6000310 G0:0009059//macromolecule | gi|947085533]gb|KRH34254.1];gi[571483425]r
Glyma. g y . . biosynthetic ef[XP_003535395.2|/0;0/hypothetical protein
106172 | - - - - - - - - 492430 | 20% g 2373 kﬁgﬁ5?:/llneegg§'|§’spmh°s ﬁﬁ:frx"ace iﬁﬁ?msz“”ca‘a'y"c process;GO:0009688//abscisi | GLYMA_10G172600 [Glycine
600 pnofip matrix Y ¢ acid biosynthetic max];PREDICTED: uncharacterized protein
process;G0O:0006950//respons LOC100811400 [Glycine max]
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e to stress
G0:00058
40//riboso
me;GO:00
09532//pla
::Ir?)ma' co G0:0010038//response to
Glyma. N g G0:0032550;G0:0046914 metal " .
106193 | - . . ; 11061 | 0.0008 | - ; 2162 | KOOSOLBRNA 0009%2811 | ransition metal ion ion;GO:0006457//protein QirS430aBSBHghIKH d"r‘ii??g?'lc|i’gécs‘;i‘ap]er°”'”
200 g gnvelo o binding folding; GO:0006950//respons ! 4 d
GO‘OOEAQ e to stress
37,G0O:00
44429,GO
:0016020//
membrane
ko01100//Metabolic i .
pathways:ko01110//Bio | GO:00059 i‘;ﬁ?qg%fggcfé;g’;ﬁami
Glyma synthesis of secondary | 10/cell-ce | (5B 4i[047086384|gb|KRH35105.1)/0/hypothetical
106222 | - - - - - - 182533 | 000098 | 1050 | Metabolitesko00S60/P | M1 activity;G0:0043169//cati | CO'0047I0.GO0006950/1e | vein GLYMA_106222400, partial [Glycine
200 henylalanine junction;G on sponse to stress max]
metabolism;ko00940//P 0:000561 binding; GO:0046906//tetra
henylpropanoid 8llcell wall vt
bios);/rqthgsis pyrrole binding
ko01100//Metabolic .
" . G0:0003824//catalytic
E’;;mas{;(‘;fgelctln‘gg ?y"’ activity:GO:0016200//anti
Glyma. - oxidant .
_ _ 7.89E-0 1.98E-0 ~ R metabolites;ko00360//P ~ A, " G0:0044710;G0:0006950//re 0i[356535764|ref|XP_003536413.1|/0/PREDIC
éggzzz 240311 7 2.31907 7 1415 henylalanine 2?\“\/"3/'60'0043169/ cati sponse to stress TED: peroxidase 12 [Glycine max]
nmeersﬁfr!;r:ng?gogmﬁ P binding; GO:0046906//tetra
biosynthesis pyrrole binding
Glyma. Sﬁ;ﬁgogew response (o 4i|356536109]ref[XP_003536582.1//2.10555¢-
10G257 g g g = g N 1.81463 0.00142 1392 N - - : A 136/PREDICTED: zinc finger protein
stimulus;G0O:0006950//respon o :
900 se to stress ZAT10-like [Glycine max]
ko00051//Fructose and
mannose
metabolism;ko00030//P
entose phosphate
pathway; ko00010//Gly G0:0006950//response to gi[947087127|gb|KRH35848.1|;9i|571484814|r
Glyma colysis / G0:00319 stress;GO:0010038//response ef|XP_006589659.1|/0;0/hypothetical protein
10226‘8 _ _ _ R _ ~ 14185 | 000012 | 1884 | Gluconeogenesisko0ll | 76;GO:00 G0:0016832//aldehyde-ly to metal GLYMA_10G268500 [Glycine
500 . : 00//Metabolic 09532//pla ase activity ion;GO:0006091//generation max];PREDICTED: probable
pathways;ko01110//Bio stid stroma of precursor metabolites and fructose-bisphosphate aldolase 3, chloroplastic
synthesis of secondary energy [Glycine max]
metabolites;ko00710//C
arbon fixation in
photosynthetic
organisms
ko00480//Glutathione .
Glyma. . e ! ) ' gi[947079142|gb|KRH27931.1//8.36502¢-121/
116024 15635 2.21E-0 R } R R 1.0682 0.00486 924 metabpllsm.koQOSSO// R GO_.QOO4601//pero><|dase G0.09069_50//response to hypothetical protein GLYMA_11G024100
6 Arachidonic acid activity stress;GO:0044710 N
100 metabolism [Glycine max]
G0:0009699//phenylpropanoi
ko00941//Flavonoid ’ . d biosynthetic
Glyma biosynthesis;ko01100// i(gic:il\izos;{:md%rﬁduct process; GO:0006950//respons
oo | 17085 | B96EL | ) i i 420015 | AMEL | 1gpq | Metabolic i bt e 4i[359807474|ref[NP_001240884.1|/0/leucoant
700 . 2 i 7 pathways;ko01110//Bio ipncorporation Yor reduction stress;GO:0001101//response hocyanidin dioxygenase-like [Glycine max]
synthesis of secondary to acid
metabolites of molecular oxygen chemical;GO:0006996//organ
elle organization
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ko00071//Fatty acid
metabolism;ko01040//

G0:0009625//response to
insect;G0O:0010038//response
to metal

Biosynthesis of G0:00425 G0:0016634//oxidoreduct X . . . .
unsatyurated fatty 79/ /microb ase activity, acting on the ion;GO:0009694//jasmonic 0i|947079359|gb|KRH28148.1[;gi|734408808|g
Glyma. 517E-0 acids: ko0 1100//Metabo ody:GO:0 CH-CH r(;u of donors acid metabolic b|KHN34915.1/0;0/hypothetical protein
11G035 | -1.0134 e - - 168646 | 000065 | 2408 | Lo 00%"911 e | oxvaen ags P i process;G0:0048229//gameto | GLYMA_11G035200 [Glycine
200 ! Y9 A phyte max];Peroxisomal acyl-coenzyme A oxidase 1
pathways; ko04146//Per lI-cell acceptor;G0O:0000166//nuc development:GO:0009062//fa [Glycine soja]
oxisome;ko00592//alph junction leotide binding tty acic[l)catab’olic- Y )
;;Ianﬁ;ﬁg:f‘ acid process; GO:0006950//respons
e to stress
G0:0006950//response to
ko00500//Starch and ’ PNy
Glyma. 2.02E-0 sucrose GO:00095 | 15.0016160//amylase stress;GO:0005976//polysace | i734408776/gb|KHN 34883, 1//0/Beta-amylas
116039 | - ° -2.8434 5 ° ) 2028 | etabolism;ko01100// 32llplastid activit haride metabolic e 3, chloroplastic [Glycine soja]
400 Metabolic Yathwa S stroma Yy process; GO:0000023//maltose ' P! Y )
P Y metabolic process
G0:0003002//regionalization;
GO:0004673//protein ggfogg;%ém"mgﬁﬁim gil571487712]ref|XP_006590729.1};gil947080
Glyma. ko04075//Plant histidine kinase rocegss‘GOp'0007165/lsi nal 024|gb|KRH28813.1|/0;0/PREDICTED:
11G078 - - - - 3.1502 0.00035 4585 hormone signal - activity;G0:0032550;GO: fransduétion.'GO'00447092//sin histidine kinase 1-like isoform X2 [Glycine
300 transduction 0004888//transmembrane gle organisn; rep-roductive max]; hypothetical protein
signaling receptor activity process;GO:0006950//respons GLYMA_11G078300 [Glycine max]
e to stress
ko01100//Metabolic .
" . G0:0003824//catalytic
patfways ko010 Blo activity:GO:0016200//anti
Glyma. Syntt be SII'StOf Eefa%"ae%% oxidant G0:0044710;GO:0006950// i947080055/gb|KRH28844.1}/0/hypothetical
: : B B metabolites; kol : . " : ;GO: re gi g . ypothetical
%(1)(?080 273761 0.00021 1522 henylalanine 2?\“\/"3/'60'0043169/ fcati sponse to stress protein GLYMA_11G080300 [Glycine max]
h"‘een"';ﬁj"r'[');g‘n‘;‘l’gog‘“”/ P binding;GO:0046906//tetra
biosynthesis pyrrole binding
G0:00059
11//cell-ce
ko00053//Ascorbate Il
Glyma. g and aldarate junction;G GO:0046906//tetrapyrrole . i[356538634|ref[XP_003537806.1|/0/PREDIC
116107 | - . ; ; 180125 | 3890 | 1304 | metanolismiko00480/ | ©0:000952 | binding:G0:0016209/ani ggg?gg?ggg’fjfg’”“ to TED: L-ascorbate peroxidase 3, peroxisomal
200 Glutathione 6//plastid oxidant activity U [Glycine max]
metabolism envelope;
GO0:00444
37
ko00051//Fructose and fﬁ/gggff
mannose me:GO:00
g:ﬁgg";‘;g;gﬁﬁgo”/ | oos32//pla G0:0010038//response to
. stid metal
EZ};!@’*OOOONNGW stroma;GO ion;G0:0001101//response to
Glyma. - :0009526// ) ! acid 0i[356538694|ref|[XP_003537836.1)/0/PREDIC
11G111 - - - - -1.1788 0.00358 1962 gg;ﬁgf:gj?;s's'koou plastid ice).zz:otilVGi?SZ//aldehyde ly chemical;GO:0006091//gener TED: fructose-bisphosphate aldolase 1,
100 pathways;ko01110//Bio envelope; 4 ation of precursor metabolites chloroplastic [Glycine max]
synthesis of secondary <7360(300030109 and -GO:0006950//
metabolites;ko00710//C o energy, 5 respons
NN 05576//ext e to stress
arbon fixation in
. racellular
photosynthetic region:GO
organisms '0844436
0i|571486420|ref|XP_006590331.1|;gi|947081
i . G0:0006970//response to 231|gb|KRH30020.1};9i|947081232|gb|KRH30
Glvma bﬁ%?f?“%%?éggggg'zn ho | osmotic 021.1//0;3.81041e-174;0/PREDICTED:
11>C,;15‘3 ~ ~ R R 12154 | 000009 | 1575 | - ~ 5 holigfd : P stress;GO:0006950//response uncharacterized protein LOC100806472
800 i : b?ndinZ'GO'0043167//ion to isoform X1 [Glycine max];hypothetical protein

binding

stress;GO:0009628//response
to abiotic stimulus

GLYMA_11G153800 [Glycine
max]; hypothetical protein
GLYMA_11G153800 [Glycine max]
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G0:00319

81//nuclea
p
lumen;GO
:0009536//
plastid;GO
Glyma. (234333;’7 G0:0003676//nucleic acid G0:0034728//nucleosome i1475622287/ab[EMT31824.1/1.35134¢-52/H
11G178 - - -1.3773 0.00135 - - 868 - 85//chr0m binding;GO:0046983//prot organization;GO:0006950//re ?sltlone Ha [Ae‘gilljps tauschiij . €
100 g ein dimerization activity sponse to stress
atin;GO:0
005911//ce
ll-cell
junction;G
0:001602
0//membra
ne
G0:0043167//ion
G0:00003 . G0:0006950//response to .
Glyma. . binding;G0O:0016765//tran A . 0i]959092507|ref|[NP_001304475.1|/1.32038e-
11G212 | - - - - 8.84592 1'57E'g 1005 | X004B0/Glutathione 25liplant-t sferase activity, Stress;GO:0000962//regulatio 156/glutathione S-transferase F11-like
metabolism ype N n of flavonoid biosynthetic .
900 vacuole transferring alkyl or aryl process [Glycine max]
(other than methyl) groups
G0:00303
12//extern
al
encapsulat
ing
structure; G0:0046914//transition G0:0010038//response to
ko00010//Glycolysis / G0:00319 metal ion metal
Glyma Gluconeogenesis; ko011 81//nuclea binding;G0:0016903//oxid ion;G0:0019318//hexose
11624.7 156653 1.40E-1 R R 177344 1.23E-0 1578 00//Metabolic r oreductase activity, acting metabolic 0i|359806082|ref|[NP_001241184.1|/0/uncharac
600 . 0 ' 5 pathways;ko01110//Bio lumen;GO on the aldehyde or oxo process; GO:0009617//respons terized protein LOC100807342 [Glycine max]
synthesis of secondary :0009536// group of eto
metabolites plastid;GO donors;G0:0000166//nucl bacterium;G0O:0006950//resp
:0005911// eotide binding onse to stress
cell-cell
junction;G
0:001602
0//membra
ne
0i|947082755|gb|KRH31544.1];gi[356538073|r
Glyma. GO0:00095 G0:0003676//nucleic acid . ef[XP_003537529.1|/0;0/hypothetical protein
116252 | - - - - 2371 | 000025 | 1685 | ko03010//Ribosome 32/iplastid | binding;GO:0003824//cata 5612'52006950” response to GLYMA_11G252900 [Glycine
900 stroma lytic activity max];PREDICTED: 30S ribosomal protein S1
homolog isoform X1 [Glycine max]
ko00051//Fructose and focl)/gggss:
metabolismikoo00ao/p | MECO:00
metabolism;kof o) .
entose phosphate (SJSSSZIIpIa nﬁggomoasﬂresponse to
gg};:i/:)//,koooomllely stroma;GO ion;G0:0001101//response to
Glyma. - :0009526// ) acid gi[734387664|gb|KHN25427.1|/0/Fructose-bis
126037 | - . . . 10625 | 000433 | 1707 g&mg;’:gj;‘?'mou plastid i‘gﬁfﬁffz”a'd”‘yde"y chemical;GO:0006091//gener | phosphate aldolase 1, chloroplastic [Glycine
400 N . envelope; ation of precursor metabolites soja]
palhways,koOlllO//Blo 6000319 and
?X;&"ﬁiﬁfﬁiiﬁ%@‘ﬁ'ﬁc 325678/00 energy;GO:0006950//respons
N . . lext e to stress
arbon fixation in
. racellular
photosynthetic region;GO
organisms '0044436
ko04144//Endocytosis; G0:00058 G0:0051707//response to
Glyma ko04141//Protein 40//riboso other
12G06‘4 R R R R 13953 0.00866 2985 processing in me;GO:00 G0:0032550;G0:0019899 organism;G0:0010038//respo 0i|734402634|gb|KHN32117.1|/0/Heat shock
000 engkvplasmlc 30312//ext Ilenzyme binding nse to metal cognate 70 kDa protein [Glycine soja]
reticulum;ko03040//Spl ernal ion;G0:0009628//response to
iceosome encapsulat abiotic
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ing
structure;
G0:00095
26//plastid
envelope;
GO0:00444
37;G0:00
05911//cel
I-cell
junction;G
0:000557
6//extracel
lular
region;GO
:0016020//
membrane

stimulus; GO:0006950//respon
se to stress

G0:00095
21,G0:00
31224//intr
insic

G0:0046914//transition
metal ion

Glyma. ko00195//Photosynthes component A G0:0006950//response to 0i|947069046|gb|KRH17937.1|/0/hypothetical
13G028 3.83427 I'BSE'f 2.99907 5'7°E'g 179323 | 0.00016 | - - 816 | is;ko01100/Metabolic | of fr'g:'cnagr}i?'mog[’%”e'“ stress;GO:0009767//photosyn | protein GLYMA_13G028200, partial [Glycine
200 pathways _rnerqbrane activity;GO:0003824//cata thetic electron transport chain max]
1GO:0009 Iytic activity
534//chlor
oplast
thylakoid
Glyma. 0:00095 G0:0006950//response to .
13G058 R ) ) ) R R 1.47973 4.86E-0 3088 R 32/iplastid GO:001§4§2/lpyrophosph stress;.GQ:0009657l/plast|d g||734.1331638\gb|KHNO71§2.1|/0/<;haperpne
500 i 5 stroma atase activity;GO:0032550 org_an|zat|on;§0:0051604//pr protein ClpB3, chloroplastic [Glycine soja]
otein maturation
ko00500//Starch and
sucrose
metabolism;ko01110//
Glyma. Biosynthesis of . . 0i[356550372|ref[XP_003543561.1)/0/PREDIC
13G067 : ; as006 | 27D | . 3.05666 | 0.00028 | 1651 | secondary : SOqMGTADransferase | GO:0006950/response to TED: probable galacturonosyltransferase-like
900 metabolites;ko00520// 4 10 [Glycine max]
Amino sugar and
nucleotide sugar
metabolism
G0:0009987//cellular
Glyma. process; GO:0009628//respons 0i[356548125|ref|XP_003542454.1|/2.69255e-
13G088 - - - - - - 2.25151 0.0007 1919 - - - e to abiotic 175/PREDICTED: ethylene-responsive
100 stimulus;GO:0006950//respon transcription factor RAP2-4 [Glycine max]
se to stress
G0:00095
32//plastid
stroma;GO
:0009526// G0:0010038//response to
plastid metal
Glyma. eelope | G010032550,G010046014 | OGO 00AM2Ecellular gil571497607|ref[XP_006593958.1//1.45306¢-
13G112 - - - - - - -1.5724 0.0004 1219 - . Itransition metal ion P A - 162/PREDICTED: 20 kDa chaperonin,
500 34/[chloro bindin process; GO:0051353//positiv chloroplastic [Glycine max]
plast 9 e regulation of oxidoreductase P 4
thylakoid; activity; GO:0006950//respons
G0:00055 e to stress
76//extrace
llular
region
G0:00319
Glyma. 83050 Buinuctea | Goro003676/imucleic acid | GO:0034728/Inucleosome 1475622287 0b EMT 31626 1/1.3513d0.52/H
136147 - - - - - - arrse | SOFU | ee7 | - lumemGo | binding:G0:0046983//prot | - organization; GO:0006950//re igsltlone Ha [Ae‘g”lops tauschii] Vi-35130e:
000 -0009536// ein dimerization activity sponse to stress
plastid;GO
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:0044437;
G0:00007
85//chrom
atin;GO:0
005911//ce
ll-cell
junction;G
0:001602
0//membra
ne
G0:0046914//transition
metal ion G0:0040007//growth; GO:190
binding;G0:0016301//kina 2582;G0:0032446//protein
G0:00432 se modification by small protein
Glyma 31//intrace activity; G0:0032550;GO: conjugation;GO:0006950//res
13619;5 R R R R 170917 5.94E-0 5403 R llular 0005515//protein ponse to 0i|947071810|gb|KRH20701.1|/0/hypothetical
200 ' 5 membrane binding;G0:0019787//ubiq stress;GO:0009738//abscisic protein GLYMA_13G195200 [Glycine max]
-bounded uitin-like protein acid-activated signaling
organelle transferase pathway; GO:0046903//secreti
activity;GO:0050136//NA 0n;G0:0022904//respiratory
DH dehydrogenase electron transport chain
(quinone) activity
G0:00095
32//plastid ' 0i[571495833|ref|XP_006593398.1/gi[351722
Glyma stroma; GO Eﬁigﬂgfn‘?gg,’ggggg%;;’resp 504|ref|NP_001237502.1//4.24891e-129;1.451
136196 R R 22378 8.30E-0 22929 0.0008 1567 B :0016020// GQ:9003824//cataIytic onse to osymoti'c 89e—1.27/PREDICTED: qncharacterized )
500 ) 6 i ! membrane activity stress:GO:0044710:G0O:0006 protein LOC1005_27538 |50_form X1 [Glycine
;G0:0009 950//fesponse 0 str’ess max];uncharacterized protein LOC100527538
536//plasti [Glycine max]
d
G0:00159
34//large
ribosomal
subunit;G
0:001602
Glyma. ) Olfmembra. |~ .5005198/structural GO:0006950//response to 4i[734337622|gb|KHN08559. 1)/1.12516¢-80/6
13(3243 - - - - -1.3442 0.00026 1716 ko03010//Ribosome ne,GQ,Oq4 molecule activity stress,qo,0010467//gene 0S ribosomal protein L26-1 [Glycine sojal
00 4437;GO: expression
0009536//
plastid;GO
:0031981//
nuclear
lumen
G0:00432
31/fintrace .
Glyma. ' gi[351727659|ref|NP_001238192.1)/1.19665€-
136301 | 2.80312 2'53E'é . . . ; 720 | - Nutar ; GO:0006950//response to 49/uncharacterized protein LOC100305628
500 membrane stress [Glycine max]
-bounded
organelle
G0:00312 G0:0055085//transmembrane
24//intrinsi transport;GO:0001101//respo
c nse to acid
component . chemical;G0O:0048588//devel 0i[162457846|ref[NP_001105639.1|;gi|947073
fs'é"g‘gs ) ) ) ) aoar | ocomss | 152 | - of ﬁ?ﬂfg?iﬁg:“fgﬂ'sponer opmental cell 999)gb|KRH22890.1]/0;3.82382e-137/aquapori
200 ) ) membrane activity growth;GO:0042044//fluid n PIP2-7 [Zea mays];hypothetical protein
;G0:0005 transport;GO:0006950//respo GLYMA_13G325900 [Glycine max]
911//cell-c nse to
ell stress;GO:0051234//establish
junction ment of localization
o GO:00057 GO:OO_46914//transition gi|947074709\gb|l_<RH23600.1\;gi\947074707|g
Glyma koOOlSO//Ox_ldatlve 46//mitoch meta_l ion ) b|KRH23598.1|;g|\947074_708\gb|K_RH23599.1
13G36‘7 R R R R 11564 0.00288 1219 phosphorylation;ko011 ondrial binding;G0O:0051536//iron G0:0006950//response to |/1.886€-169;0;0/hypothetical protein
000 . : 00//Metabolic respiratory -sulfur cluster stress;GO:0044710 GLYMA_13G367000 [Glycine
pathways chain binding;GO:0003824//cata max]; hypothetical protein
lytic activity GLYMA_13G367000 [Glycine
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max]; hypothetical protein
GLYMA_13G367000 [Glycine max]

Glyma. ) gi[571507539|ref|XP_003545237.2)/0/PREDIC
14G061 | - - - - 34096 | 0.00087 | - - 354047 1'1‘”5'2 1734 | - - - 22'52006950/”““0”59 to TED: nematode resistance protein-like
200 HSPRO2 [Glycine max]
GO:00095 | GO:0046906//tetrapyrrole 0@&.3051707// response to
Glyma 93 2.01E-0 koohmo”amggbglzi/c/ I gg‘/’/gl‘;ﬁ:d ?il‘nigl”n’g‘{sg-g’<3”4sgl4//[ran Orgg msm;t(n; ?:Oooeemmany 947066131/gb| 274.1)/0/hypothetical
. 5.93E-0 .01E-( pathways;ko00592//alp . y PR : acid metabolic gi[947066131|gh|KRH15274.1|/0/hypothetica
(153(?078 - - - B B B 1.27601 4 | 269163 7 | Y20 | farLinolenic acid 3(‘3:/)/.03095 blnglng,G0.0()lGABll/ond process;GO:0001101//respons protein GLYMA_14G078600 [Glycine max]
metabolism st | activity:00:0016836/yar | ©103H0
p . v chemical;GO:0006950//respo
thylakoid o-lyase activity nse 1o stress
G0:00432
Glyma. — ﬁlljllgr”"ace Sigd'?gqaesg%{]”af;'f/mgl GO:0006950//response to 4i|351724471ref|NP_001235779.1//2.00806¢-
14G084 -1.636 . - - - - - - - - 1592 - incing;50:3 stress;GO:0006351//transcript 130/dehydration responsive element binding
700 0 membrane eic acid binding ion, DNA-templated protein [Glycine max]
-bounded transcription factor activity !
organelle
G0:0050789//regulation of
biological
process;GO:0001101//respons
e to acid
hemical;G0O:0009719;G0:00 .
Glyma. 0.00031 1.76E-0 4.30E-0 G0:0043169//cation [C)9628//résp0nse to abiotic gif390517035|ref|NP_001254622.1/2.3512e-1
éggOBS - - -1.6406 1 -3.5117 5 - - 2.38448 5 1097 - - binding stimulus:GO:0007275//multic ;:laliinc finger protein ZAT10-like [Glycine
ellular organismal
development;GO:0006950//re
sponse to
stress;GO:0010033//response
to organic substance
ko00270//Cysteine and
methionine
metabolism;ko00330//
Arginine and proline
metabolism;ko00960//T
ropane, piperidine and
pyridine alkaloid G0:00095
biosynthesis;ko01100/ 32//plastid G0:0010038//response to
Metabolic stroma;GO metal
pathways;ko01110//Bio :0009526// ion;G0:0043648//dicarboxyli 0i|734321388|gb|KHN04158.1|;9i[947066652|
Glyma. 9.91E-0 synthesis of secondary plastid G0:0043168//anion c acid metabolic gh|KRH15795.1|/0;0/Aspartate
14G111 - - - - - - -1.4101 b 5 - - 2504 metabolites;ko00360//P envelope; bin&ing'GO'0070546 process; GO:0009064//glutami aminotransferase P2, mitochondrial [Glycine
800 henylalanine GO0:00444 T ne family amino acid soja] ;hypothetical protein
metabolism;ko00250// 29;G0:00 metabolic GLYMA_14G111800 [Glycine max]
Alanine, aspartate and 05576//ext process; GO:0009066;G0O:000
glutamate racellular 6950//response to stress
metabolism;ko00400//P region
henylalanine, tyrosine
and tryptophan
biosynthesis;ko00950//1
soquinoline alkaloid
biosynthesis;ko00350/
Tyrosine metabolism
o 60:0009987//cellular 4il571510835|ref|XP_006596336.1//6.02977e-
yma. 5.17E-0 proces:_;,(3_0.0009628//resp0ns 159/PREDICTED: ethylene-responsi
} : ethylene-responsive
uei7 | - ° ° ) -1.8387 5" ° ° ) 1795 | - ° ° € to abiotic transcription factor RAP2-4-like [Glycine
500 stimulus; GO:0006950//respon max]
se to stress
Glyma. ko04075//Plant G0:00432 G0:0004672//protein G0:0006796//phosphate-cont . .
146176 | - . . ; ; ; . : 210005 | 90 | 1728 | hormonesignal 3fintrace | kinase aining compound metabolic gilT34344379Ig0lIKHINA0 64 4/ Sefine/threon
700 transduction Hular activity;G0:0032550 process;GO:0009628/frespons | N Protein kinas [Glycine soja]
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membrane

e to abiotic

-bounded stimulus; GO:0006950//respon
organelle seto
stress; GO:0006464//cellular
protein modification process
G0:00319
81//nuclea
r
lumen;GO
:0009536//
plastid;GO
Glyma. gg“ggg& GO:0003676/nucleic acid | GO:0034728/Inucleosome 1475622267 cblEMT 31626 /1351 340-52/H
146190 | - - - - 12147 | 000602 | 1401 | - v binding;GO:0046983//prot | organization;GO:0006950/re | 9 19b] 4.1//1.35134¢-
‘chrom R g istone H4 [Aegilops tauschii]
800 Fgpiy ein dimerization activity sponse to stress
atin;GO:0
005911//ce
ll-cell
junction;G
0:001602
0//membra
ne
G0:00432 G0:0009620//response to ] .
31//intrace G0:0043169//cation fungus;G0:0006464//cellular 0i[356553088|ref|XP_003544890.1|;gi|947067
Glyma. 331E-0 ko04075//Plant llular hindin -G0:0004721//0ho protein modification 914|gb|KRH17057.1|/0;5.22623e-137/PREDIC
14G195 - - -3.7808 : 5 3.02087 0.00017 1825 hormone signal membrane spho rgo'lein- hos hatafe process; GO:0009755//hormon TED: probable protein phosphatase 2C 25
200 transduction _bounded a';tiv‘ijt phosp e-mediated signaling [Glycine max];hypothetical protein
Y pathway;GO:0006950//respon GLYMA_14G195200 [Glycine max]
organelle
se to stress
ko01100//Metabolic .
. . G0:0003824//catalytic
g"‘:t‘h""e";f;"gelcﬁ]‘g; Bio activity:GO:0016200//anti
ﬂé"z‘g‘l 10966 | 0-00466 ) ) i ) 1549 n¥etabo|ites;k000360/¥P i UXJSI??‘,GO,OO atcolcati | GO0044710,60:0006950//re | gil947068000gb|KRH17143.1)/0/hypothetical
700 . 5 henylala_nine Zi G0 ca sponse to stress protein GLYMA_14G201700 [Glycine max]
E‘;ﬂ;i’;{;’;(‘j‘i’gog“"” P binding; GO:0046906//tetra
biosynthesis pyrrole binding
G0:0046914//transition
Glyma Ko00190//Oxidative Soogust | metal ion _ _ _
15G006 R R } } 11887 0.00164 1964 phosphorylayon;koOll ondrial binding;G0:0051536//iron G0:0006950//response to g||947074707\gb|KR H23598.1V0/hypotheucal
200 i : 00//Metabolic respiratory -sulfur cluster stress;GO:0044710 protein GLYMA_13G367000 [Glycine max]
pathways chain binding;G0O:0003824//cata
Iytic activity
K000230//Purine GOt:()|946914//transition
g metal ion
metabolism;ko002321f biding GO:0051536/ o GO;OOBGlM//pul;inle
. -sulfur cluster nucleobase metabolic
f;’é’g‘; ) ) ) ) T T aee‘ég‘;'l'fcm’k"ouoo” GO:00444 | binding;GO:0016616f/0xid | process;GO:0006950//respons | il9470609361gb|KRH10187.1/0/hypothetical
000 i : pathways:ko01110//Bio 44 oreductase activity, acting eto protein GLYMA_15G034000 [Glycine max]
synthesis ’of secondary on the CH-OH group of stress;GO:QOOGBOl//superoxi
metabolites: ko04146//P donors, NAD or NADP as de metabolic process
eroxisome . acceptor;GO:0000166//nuc
leotide binding
G0:00432
31//intrace
" llular
gg?hlmllg% i m‘fﬁgﬁm | membrane | GO:0043169/cation G0:0009620//response to
synthesis ’of secondary -bounded binding;GO:0046906//tetra fungus;G0O:0009698//phenylp
Glyma. metabolites;ko0o360i/p | ©'9anclle: | pyrrole ropanoid metabolic (055366031 |ref[XP_014622898.1/0/PREDIC
15G052 - - - - 4.56792 0.00383 1267 h P G0:00303 binding;G0O:0016209//anti process; GO:0042743//hydrog 9 g = "
enylalanine . N N TED: cationic peroxidase 2 [Glycine max]
700 metabolism:ko00940//P 12//extern 0><|_da_nt en peroxide metabolic
henylpropar;oi d al act_lvny;_G_O:0003824//cata process; GO:0006950//respons
biosynthesis _encapsulat lytic activity e to stress
ing
structure;
G0:00059
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11//cell-ce
junction;G
0:000557
6//extracel
lular
region;GO
:0016020//
membrane
G0:00303
12//extern
ko04144//Endocytosis; 2Lca sulat G0:0051707//response to
Glyma ko04141//Protein ing p G0:0032550;G0:0016891 other
156085 R 16912 0.00012 27100 1.87E-0 2418 processing in structure: Ilendoribonuclease organism;G0:0090501/RNA 0i|947061823|gb|KRH11084.1|/0/hypothetical
000 . ! . 6 endoplasmic GO'ODOéS activity, producing phosphodiester bond protein GLYMA_15G088000 [Glycine max]
reticulum; ko03040//Spl 36//p|astid 5'-phosphomonoesters hydrolysis;GO:0006950//resp
iceosome :G0:0016 onse to stress
020//mem
brane
Glyma. 8.64E-0 igﬁ?\ﬁf;gé‘:ﬁg%’f‘;”“ ﬁﬁé?%‘:geligﬁgﬁ‘l‘i“f”ﬂce gif351724743)ref|NP_001237068.1//4.00215¢-
%ggsloo ° ° -1516 5 833 | - B sulfur group of donors, process;GO:0006950//respons E[JGQII;Zic::rr;a]g;e]nzed protein LOC100305558
disulfide as acceptor e to stress
G0:00160
igg’ rgg‘_‘gé 4i[947062437|gb|KRH11698. 1];gil571518103]r
Glyma. 312’24l/intr G0:0005515//protein G0:0050896//response to ef|XP_006597646.1|/0;0/hypothetical protein
15G124 - - -2.3622 0.0076 1927 - insic bint'iing stimulus; GO:0006950//respon GLYMA_15G124500 [Glycine
500 se to stress max];PREDICTED: MLO-like protein 13
component .
of [Glycine max]
membrane
ko01100//Metabolic .
" . G0:0003824//catalytic
ga:t“h"gss(‘;fgelcl‘;‘g; Bio activity;GO:0016209//anti
fs'g‘gs 209002 | 000082 | 1464 rr¥etabo|ites;k000360/>//P g;i.d?{“_ GO0043160/cati | GO:0044710,G0:0006950//re | gi[734356908]gb[KHN14345.1|/0/Peroxidase
700 ° ° : : henylalanine ° on ity &0 ! sponse to stress 22 [Glycine soja]
hmeer:sF;fr!;:ﬁg?c?OWN P binding; GO:0046906/tetra
biosynthesis pyrrole binding
G0:00303
12//extern G0:0046993;G0:0016616
al Iloxidoreductase activity, G0:0044710;G0:0000741//k
Glyma. K000908//Zeatin encapsulat acting on the CH-OH aryogamy;G0:0003006//deve gi[356555926|ref[XP_003546280.1|/0/PREDIC
15G132 - - 1.5412 0.01003 2044 biosynthesis ing group of donors, NAD or lopmental process involved in TED: inactive tetrahydrocannabinolic acid
600 structure; NADP as reproduction;GO:0006950//re synthase-like [Glycine max]
G0:00059 acceptor; GO:0000166//nuc sponse to stress
11//cell-ce leotide binding
Il junction
G0:00059
11//cell-ce
L}
junction;G
0:000561
8llcell G0:0016616//oxidoreduct
Glyma wall;GO:0 ase activity, acting on the
15613‘2 ~ ~ 3.43451 8.07E-0 2173 ~ 043231//in CH-OH group of donors, G0:0006950//response to gi|_73435§870\gb|K_HN14397.1|/QlReticuline
800 i 5 tracellular NAD or NADP as stress;GO:0044710 oxidase-like protein [Glycine soja]
membrane acceptor;GO:0000166//nuc
-bounded leotide binding
organelle;
GO0:00444
44,G0:00
05576//ext
racellular

20x 20




region;GO

:0016020//
membrane
G0:00059
11//cell-ce G0:0015988//energy coupled
Il proton transmembrane
junction;G transport, against
0:004323 G0:0032550;G0:0017111 electrochemical
1lintracell IInucleoside-triphosphatas gradient;GO:0009152//purine
ular e ribonucleotide biosynthetic "
1GE:)(;T(352 R R R R 131971 0.00704 3504 k000190/l0x_ida1ive membrane act_ivity;GO:0046872/lmet process; GO:0010118//stomata gjggsifg::::‘ﬁgﬁg E?\Zsiﬁ’ggivl?lizREch
600 phosphorylation -bounded al_ ion ) | [Glycine max]
organelle; binding;GO:0008324//cati movement;GO:0001101//resp
G0:00312 on transmembrane onse to acid
24//intrinsi transporter activity chemical;G0O:0009154//purin
c e ribonucleotide catabolic
component process; GO:0006950//respons
of e to stress
membrane
Glyma. . 0i[351726383|ref|NP_001235333.1]/4.13848e-
15G217 | 2.88696 3'315'2 - - - - 823 | - - - GO:0006950//response to 109/uncharacterized protein LOC100306201
stress .
100 [Glycine max]
Glyma. GO:0006950// i
15G218 R R R B 5.54997 0.00036 848 B B : : response to g||734420599\gp|KH N409§1.1|/§.60831e—110/
900 stress MLP-like protein 43 [Glycine soja]
G0:00303
12//extern
al
ko00010//Glycolysis / ier:‘capsu'a' G0:0010038//response to
Gluconeogenesis; ko011 st?ucture' metal
00//Metabolic GO'OOOéS ion;G0:0006091//generation gi|947064495|gh|KRH13756.1];gi[356557028|
Glyma. pathways;ko01110//Bio ) //plasti " G0:0032550:GO:0016301 of precursor metabolites and ef|XP_003546820.1|/0;0/hypothetical protein
15G261 - - - - -1.0382 0.00211 2027 synthesis of secondary stroma:GO //kir'\ase acliv}l : energy;G0:0006796//phospha GLYMA _15G261900 [Glycine
900 metabolites;ko00710//C '00095'26// 4 te-containing compound max];PREDICTED: phosphoglycerate kinase,
arbon fixation in . astid metabolic cytosolic [Glycine max]
photosynthetic g nvelope; process; GO:0006950//respons
organisms G0:00055 e to stress
76/lextrace
llular
region
Glyma. G0:00095 G0:0006950//response to 0i|734419109|gb|KHN39933.1|/1.97483e-113/
;ggzm ° ° ° ° -2.6561 | 000072 720 - 36//plastid ) stress MLP-like protein 28 [Glycine soja]
G0:00095
26//plastid
envelope; . .
ko01100//Metabolic G0:00095 aesgieﬂfzoa/é?ﬂd%':‘fﬁ? G0:0009314//response to
Glyma. pathways; ko00710//Car 34//chloro aldehyde gr ox0 ggroup of radiation;GO:0019318//hexos i[356561064|ref[XP_003548805.1|/0/PREDIC
16G044 - - - - -1.2431 0.00194 1619 bon fixation in plast donors, NAD or NADP as e metabolic TED: glyceraldehyde-3-phosphate
900 photosynthetic thylakoid; accel tér-GO-OOOOlGG//nuc process; GO:0034285;G0:000 dehydrogenase A, chloroplastic [Glycine max]
organisms GO0:00055 Ieotige b}ndiﬁg 6950//response to stress
76//extrace
llular
region
ko01100//Metabolic G0:0003824//catalytic
pathways;ko01110//Bio activity; GO:0016209//anti
Glyma. synthesis of secondary oxidant i A "
16G055 | - . 2.35556 | 0.00016 | - ; 1382 | metabolites;ko00360/P | - activity,G0:0043160//cati | SO-0044710,60:0006950//re | - gil571525981|ref[XP_003548517 2J/0/PREDIC
200 henylalanine on sponse to stress TED: peroxidase 55-like [Glycine max]
ly
metabolism;ko00940//P binding;GO:0046906//tetra
henylpropanoid pyrrole binding

20x 20




biosynthesis
G0:00312
Glyma 24//intrinsi 0i|947057895|gh|KRHO07301.1];gi[734311089]g
y R R ) ) R R R c G0:0005515//protein G0:0006950//response to b|KHM99994.1|/0;0/hypothetical protein
iggoao 2.30011 0.00039 2340 component binding stress GLYMA_16G080100 [Glycine
of max];MLO-like protein 1 [Glycine soja]
membrane
G0:00059
Glyma. ko04141//Protein Lficell-ce ) ) GO:0006950//response to 0il955373994|ref[XP_014623933.1|/0/PREDIC
16G098 3003 | L84EL - - - - - - 1682 | processing in i G0:0003824//catalytic stress;GO:0000904//cell . TED: dnaJ protein ERDJ3A-like [Glycine
700 : 0 endoplasmic reticulum junction;G activity morphogenesis involved in max]'
P 0:004443 differentiation;G0O:0044710
2
G0:00059
11//cell-ce
]
Glyma. junction;G . G0:0016485//protein .
16G100 | - - - - 1.29943 | 0.00097 | - - 537 | - 0:001602 iﬂﬁ?msm hydrolase processing;GO:0006950//resp ?;Ejﬁsgﬂé‘?blﬁ:'2‘;?1780'”/2'19659'29/ De
400 0//membra Y onse to stress Y )
ne;GO:000
5618//cell
wall
Glyma. Ssg::c(:il\fi?l;é‘t’i’;'d‘gf‘;uc' ﬁﬁ;{:eﬁg2;&3;%%;267//@ 0i[356559314ref[XP_003547945.1)/8.30954e-
166129 | - - - - - - -1.1645 | 000248 | 1290 | - - Y, acting protelr 177/PREDICTED: peptide methionine
sulfur group of donors, process; GO:0006950//respons R : .
800 e sulfoxide reductase A5-like [Glycine max]
disulfide as acceptor e to stress
ko00230//Purine
metabolism;ko00240//P
Glyma. g g yrimidine . G0:0006950//response to i[571528807|ref|XP_006599456.1|/0/PREDIC
166159 | 202261 | &9F g - - - - 485712 | S48E g 3395 | metabolism;ko01100/ | - S&fgiﬁjﬁy@g%%ggﬁb stress;GO:0007154//cell TED: TMV resistance protein N-like [Glycine
700 Metabolic Y, G0 communication max]
pathways;ko03020/RN
A polymerase
R coommuram: _ |
synthesis of secondary activity;G0:0016209//anti 0i|947059246|gb|KRH08652.1];gi[358249064|
Glyma. g S oxidant . ~A- ef[NP_001239731.1|/0;0/hypothetical protein
16G164 | - - - - - - 101301 | 2HE g 1424 hmee;ta:JaoIQrt]eiz;,ek000360// P activity;GO:0043169//cati chghf;gﬁg?éSGSo.oooegso# ® | GLYMA_16G164400 [Glycine
400 metgbolism'k000940//P on P max];uncharacterized protein LOC100795412
henylpropar’loi d binding;GO:0046906//tetra precursor [Glycine max]
biosynthesis pyrrole binding
0i[947059957|gb|KRH09363. 1 gi[947059961]g
b|KRH09367.1;i|947059960|gb|KRH09366.1
/0;0;0/hypothetical protein
Glyma. . G0:0006950//response to ! "
_ _ R R _ ~ ~ ~ G0:0016462//pyrophosph O GLYMA_16G211400 [Glycine
185211 3.37201 0.00075 5242 atase activity;G0:0032550 zgﬁ;sn?égﬁgzwwce” max]; hypothetical protein
GLYMA_16G211400 [Glycine
max]; hypothetical protein
GLYMA_16G211400 [Glycine max]
ko00230//Purine
metabolism;ko00240//P
Glyma. yrimidine G0:0006950//response to .
0.00024 o G0:0016462//pyrophosph oy 0i[358248732|ref|NP_001239675.1/0/TMV
16G212 -1.8558 - - - - - - 3786 metabolism;ko01100// - e stress;GO:0007154//cell " N .
300 2 Metabolic atase activity;G0:0032550 communication resistance protein N-like [Glycine max]
pathways;ko03020//RN
A polymerase
Glyma. . 0i[734319289|gb|KHN03329.1/1.47272e-115/
17G030 | - . 27144 | 000105 | - . 267176 | 000631 | 1005 | - : ; GO-Ana695Diiresponse to Pathogenesis-related protein STH-2 [Glycine
000 soja]

20x 20




%'é’gg'o . . . . gorigr | BOOE0 | geo | . . ) GO:0006950//response to 0i|734319288|gb|KHN03328.1//4.37402e-111/
100 . 6 stress Major allergen Pru av 1 [Glycine soja]
Glyma. ) 0i[351725047|ref|NP_001236055.1/4.96124e-
17G030 | -3.5199 3'28'5'2 177618 | 0.00059 | 5.06797 S'SGE'é 047 | - - - 22'52006950” response to 92/uncharacterized protein LOC547916
200 [Glycine max]
Glyma. . gi[359807211|ref[NP_001241617.1|/4.85297e-
176030 | - - - - 9.30716 5'3°E'g 896 | - - - GO:0006950//response to 92|/uncharacle‘riz&‘3d protein LOClO(‘)791036
stress -
300 [Glycine max]
G0:00095
32/[plastid
stroma;GO
:0009526// G0:0010038//response to
plastid metal . -
! ity 0i|947053124|gb|KRH02577.1];gi|947053123|g
Glyma. g"(‘)’_e(')gg;s GO:0032550;GO:0046914 :]‘;’;ﬁ%?gfﬂﬁﬁ?c// cellular bIKRH02576.1//2.70356e-142;7.30452e-139/h
17G047 - - - - -1.3922 0.00167 908 - . [ftransition metal ion . - othetical protein GLYMA_17G047200
200 34/chloro binding process,(}o.0051353//p05|t|v {Gplycine mapx];hypothetical protein
plast e regulation of oxidoreductase GLYMA_17G047200 [Glycine max]
thylakoid; activity; GO:0006950//respons =
G0:00055 e to stress
76l/extrace
llular
region
GO0:00319
81//nuclea
p
lumen;GO
:0009536//
plastid;GO
Glyma. (284333;7 G0:0003676//nucleic acid G0:0034728//nucleosome i1475622287/0b[EMT31824.1/1.35134e-52/H
17G063 | - - - - -1.4648 | 0.00012 815 | - 85//chrom binding;GO:0046983//prot | organization;GO:0006950//re ?S'tlone H4 [Ae‘g”lops tauscmij - “
200 A, ein dimerization activity sponse to stress
atin;GO:0
005911//ce
l-cell
junction;G
0:001602
0//membra
ne
G0:00160
20//membr
ko04144//Endocytosis; ane;GO:00
Glyma. 2040 E?gfelsi.ln/g Protein Sogatfext GO:0006950//response to 4i[356562559]ref[XP_003549537.1|/0/PREDIC
17G072 -1.0878 } 5 - - - - 2310 endoplasmic encapsulat G0:0032550 stress;GO:005_1707//response TED: heat shock 70 kDa protein [Glycine
400 reticulum:ko03040//Spl | ing to other organism max]
iceosome structure;
G0:00095
36//plastid
0i[571532280|ref|[XP_006600227.1],gi[947054
735|gb|KRH04188.1|;gi|947054734|gb|KRH04
i . 187.1;gi[359806679|ref|[NP_001241031.1|/0;0;
o i e o
yma. o . i isoform ycine
17G145 - - - - 3.21091 0.00114 2868 - - zlc:s\;lty,eo.0016787//hydr 32.52006950//respon5e to max]; hypothetical protein
100 activity;GO:0003824//cata GLYMA_17G145100 [Glycine
Iytic activity max]; hypothetical protein .
GLYMA_17G145100 [Glycine
max];uncharacterized protein LOC100815507
[Glycine max]

20x 20




G0:0009767//photosynthetic
electron transport
chain;G0:0001933//negative
regulation of protein
phosphorylation; GO:0009738
Ilabscisic acid-activated
signaling
pathway;GO:0006950//respon

gil356563938]ref[XP_003550214.1];gi[734373
231|gb|KHN20160.1],gil947055849|gb|KRH05
302.1];gi[571538689|ref[XP_006601194.1/0;0;

Glyma K004075//Plant (3_0:(_)043169/lcation seto O;OI_PREDICTED: protein phosphatase Z_C
17621é R R R R 135911 0.00956 3043 hormane signal R hlndlng;G_O:0004721l/pho stress;GO:0044763;G0:0006 77-like isoform X3 [Glyc_lne max];Protein
700 : : transduction sphoprotein phosphatase 464//cellular protein phosphatase 2C 16 [Glycine
activity modification soja] ;hypothetical protein
process; GO:0031324//negativ GLYMA_17G218700 [Glycine
e regulation of cellular max];PREDICTED: protein phosphatase 2C
metabolic 77-like isoform X4 [Glycine max]
process; GO:0006796//phosph
ate-containing compound
metabolic
process; GO:0009737//respons
e to abscisic acid
G0:0010035//response to
inorganic
substance;G0O:0051707//respo
nse to other
organism;G0:0001101//respo
Glyma. 6.55E.0 e to acli_‘é 010009628/ 4i[947056168|gb|KRH05621.1//3.38894¢-144/
17G237 | - - - - -12807 | 5, | a7 | - - G0:0005488 e it TEPO | hypothetical protein GLYMA_17G237900
900 stimulus; GO:0009725//respon [Glycine max]
seto
hormone;GO:0009966//regula
tion of signal
transduction;GO:0006950//res
ponse to stress
GO:00095 | GO:0046906//tetrapyrrole 3?é?051707/"95p°”59‘°
Glyma 2.71E-0 koohllooﬂrgggglzif/ I gs‘/’/‘gfssd :ilt?g:‘nr%gﬁ-g%‘wg“ﬁ"an Urgda nism;t? ?:0006631//fat1y [351721547|ref|NP_001236445.1/0/all
; T1E-( pathways; kof alp y y PR, " acid metabolic gi ref|NP_( ¥ allene
285246 - - 1.31886 0.00049 2.51887 9 2795 ha-Linolenic acid gglgﬁgfs 2:23:]1%?30016491//0)('(1 process; GO:0001101//respons oxide synthase [Glycine max]
metabolism . e to acid
plast activity,GO:0016836//ydr | - o ical 50:0006950/respo
thylakoid o-lyase activity nse to stress
G0:00303
12//extern
al
encapsulat
ing
structure;
gf/’/l?fjg 00046914/ /ransition GO:0010038//response to 4il947047940|gb|KRGO7468.1];qil358248010]r
. metal ion metal ef[NP_001240046.1/;gi[947047937|gb|KRG97
ko00010//Glycolysis / lumen:GO | binding:G0:0016908//oxid ion;G0:0019318//hexose 465.1],0i/947047939|gb|KRG97467.1//2.43442
Glyma. Gluconeoger_155|s;k0011 :00095;36// oreductése a-ctivity acting metabolic €-146;0;0;0/hypothetical pl’OFeII‘I
18G009 1.38422 6.90E-1 R R R ; 3145 00//Metabolic . plastid:GO on the aldehyde Urvoxo process; GO:0009617//respons GLYMA_18G009700 [Gly_cme
700 1 palhways;koOlllO//Blo ,00059’11// group of eto ) max];_uncharactenzed pr'otem LO§:100782924
synthesis of secondary ;:ell-cell donors:GO:0000166//nucl bacterium;GO:0006950//resp [Glycine max];hypothetical protein
metabolites function:G cotide T onse to GLYMA_18G009700 [Glycine
10'001662 binding:GO:0005488 stress;GO:0050896//response max]; hypothetical protein
Ol./membra 9,60 to stimulus GLYMA_18G009700 [Glycine max]
ne;GO:004
3231/fintra
cellular
membrane
-bounded
organelle

20x 20




G0:0043167//ion

G0:00003 ey G0:0006950//response to .
Glyma. 0.00588 7.82E-0 ko00480//Glutathione 25liplantt | 2iNAiNG:GO:0016765/Mtran | oo 50009962 regulatio | 91339807572refINP_001241411.1/1.0728e-1
18G043 1.0456 5 3.30405 7 3445 metabolism ype sferase activity, n of flavonoid biosynthetic 57/glutathione S-transferase F11-like [Glycine
700 transferring alkyl or aryl max]
vacuole process
(other than methyl) groups
ko01100//Metabolic .
. . G0:0003824//catalytic
pathways;ko01110//Bio activity;GO:0016209//anti
Glyma. synthe5|_s of secondary oxidant ] .. .
18G055 1.8657 6.03E—g ~ R 1950 hmetabolltgs,koOO%O//P ~ activity;GO:0043169//cati G0:0044710;G0:0006950//re g||35§56590_0\ref\XP_7003551%74.1\/0/PREDIC
300 enylala_mne on sponse to stress TED: peroxidase 4-like [Glycine max]
etabolis;koa0340/P binding; GO:0046906//tetra
enylpropanoid rrole bindin
biosynthesis Py 9
G0:0016709//oxidoreduct
Ko00909//Sesquiterpen ’ ase activity, acting on ) ) 4i[947049536|gb|KRGIY064. 1];qi[356569981]r
oid and triterpenoid Soro0312 Fr‘?c'g‘i'dj;‘;?g;’o‘;v'r‘ehdumon ;gégg&i?iwmmld of[XP_003553171.1[;qi[947049537|gb|KRGO9
Glyma. biosynthesis;ko01100/ Py 065.1]/0;0;0/hypothetical protein
186118 | - - 132268 | 0.00626 | 2113 | Metabolic ¢ of molecular oxygen, process;GO:0006950//respons | \/nya ™ 18G118100 [Glycine
100 pathways;ko01110//Bio ctf)mponent Nﬁ[_)(P)H as one d(;nor, eto -GO:0001101// max];PREDICTED: squalene epoxidase 3-like
synthesis of secondary 0 and incorporation of one Stress;GO:00! ) _response [Glycine max];hypothetical protein
metabolites membrane atom of to acid chemical;G0:0044710 GLYMA_18G118100 [Glycine max]
oxygen;G0O:0000166//nucl =
eotide binding
GO0:00059
Glyma 11//cell-ce . G0:0006950//response to .
18620‘4 ~ ~ .1.8469 6.16E-0 2159 ~ !I ) GQ:QOO3824//cataIytlc stress;GO:OOQO?OM/ceII . g||356566692\ref.\XP7003551564.Zl.\/O/PREDIC
000 i 7 junction;G activity morphogenesis involved in TED: dnal protein ERDJ3A [Glycine max]
0:004443 differentiation;G0O:0044710
2
ko00010//Glycolysis /
Gluconeogenesis; ko011 i .
%'é”z‘g‘l ) ) 155405 | 139E0 | paeq | 0O/Metabolic | coo0as bGlgd?r?;Gégz&ngzlmna GO:0006950//response to il356568132]ref|XP_003552267.1J0/PREDIC
200 . 5 pathways;ko01110//Bio 44 min binljing- stress TED: pyruvate decarboxylase 2 [Glycine max]
synthesis of secondary
metabolites
0i[359806290|ref|NP_001241475.1],gi[947050
Glyma. G0:00160 G0:0006950//response to 936|gh|KRH00465.1|/2.96668e-150;6.13158e-
18G215 - - -1.2931 0.00044 1168 - 20//membr - stress; GO:0048229//gametop 117/uncharacterized protein LOC100810722
000 ane hyte development precursor [Glycine max] ;hypothetical protein
GLYMA_18G215000 [Glycine max]
G0:00319
67;G0:00 G0:0010038//response to
: 09536//pla metal
Eﬁﬁggigé’gi'nyé?lﬂ%’u stid:G0:00 - iom;G0:0044763,G0:004822
00//Metabolic ’ 05911//cel G0:0046914//transition 9//gametophyte
Glyma. pathways;ko01110//Bio I-cell metal ion development;GO:0006091//ge gi[734420079|gb|KHN40585.1|/0/2,3-bisphosp
18G219 - - 1.04107 0.00572 2336 synthesis 'of secondary junction;G binding;G0O:0004619//pho neration_of precursor hoglycerate-ipdepepdent phosphoglycerate
100 metabolites:ko00260// 0:000557 sphoglycerate mutase metabolites and mutase [Glycine soja]
Glycine se;ine and :Slllextracel activity energby;lqO:OOOGOOG//qucose
= : ular metabolic
threonine metabolism region;GO process; GO:0006950//respons
:0016020// e to stress
membrane
G0:0019751//polyol
metabolic
process; GO:0006796//phosph 0i|947051332|gb|KRH00861.1/;gi[356566923|r
Glyma . ate-contgining compound eleP_003551674.1|/0;0/hyp_0thetical protein
18(3238 R R 136 0.00195 1650 R R GO_:QOlGSOl//klnase metabolic GLYMA_18G238500 [(_BIyu_ne .
500 i : activity process; GO:0006950//respons max];PREDICTED: sphingoid long-chain

eto
stress;GO:0007186//G-protein
coupled receptor signaling
pathway

bases kinase 2, mitochondrial-like [Glycine
max]

20x 20




ko00330//Arginine and
proline

G0:0009617//response to
bacterium;G0O:0006560//proli

Glyma. metabolism;ko01100// G0:0016645//oxidoreduct ne metabolic 0i[356568869|ref|XP_003552630.1|/0/PREDIC
18G278 - - - - - - - 2.57163 0.00135 2019 Metabolic - ase activity, acting on the process; GO:0006536//glutam TED: proline dehydrogenase 2, mitochondrial
900 pathways;ko01110//Bio CH-NH group of donors ate metabolic [Glycine max]
synthesis of secondary process; GO:0006950//respons
metabolites e to stress
Glyma. . G0:0016209//antioxidant . ~A. . "
19G011 R R } } } R R 8.60825 1.84E-0 2324 prOS})Z/IaIpha—!_lnole R activity;GO:0046906//tetra G0:0044710;G0:0006950//re g||734382169\gb|KHN23570.}l/OlProstagIandl
5 nic acid metabolism I sponse to stress n G/H synthase 2 [Glycine soja]
700 pyrrole binding
ko00500//Starch and
sucrose
metabolism;ko01110//
Glyma. Biosynthesis of . . gi[356572000|ref[XP_003554158.1//0/PREDIC
19G016 - - - -3.9277 0.00026 - - - - 1822 secondary - iﬂﬁ?lemoﬂtransferase gg.szooegsollresponse o TED: probable galacturonosyltransferase-like
100 Eetgbolites;koogszoﬂ Y 10 [Glycine max]
MINO sugar an
nucleotide sugar
metabolism
ko01100//Metabolic .
" . G0:0003824//catalytic
E’;;Tx‘g;(‘;fgelc{;‘gg ?y"’ activity;GO:0016209//anti
Glyma. - oxidant . .
R R ; ; ; R B 6.23E-0 metabolites;ko00360//P B A : G0:0044710;G0:0006950//re gi[734305902|gh|KHM98789.1|/0/Peroxidase
;gg%s 2.37898 5 1166 henylalanine activity;GO:0043169//cati sponse to stress 44 [Glycine soja]
metabolism;ko00940//P on
henylpropaﬁoid binding;GO:0046906//tetra
biosynthesis pyrrole binding
ko01100//Metabolic .
" . G0:0003824//catalytic
E’;;Tx‘g;(‘;fgelc{;‘gg ?y"’ activity;GO:0016209//anti
Glyma. N oxidant .
B 1.32E-0 } } } R B B : metabolites;ko00360//P B . : G0:0044710,G0:0006950//re 0i[356571531ref|XP_003553930.1|/0/PREDIC
ég(();ogl 2.9749 5 1509 henylalanine 2?\“"")"(30'0043169/ fcati sponse to stress TED: peroxidase 55 [Glycine max]
L”:;;ﬁfr'é;r:n‘;fgog“o” P binding;GO:0046906//tetra
biosynthesis pyrrole binding
GO0:0009411//response to
UV;G0:0060918//auxin
ko00941//Flavonoid transport;GO:0001101//respo
Glyma 0.00068 354E-1 e Pollants | CO0ITAGIransterase Eﬁirtr?i::ﬂ;‘:so;ooogns/ fantho | gijes6571645/ref{xP_003553986.1/0/PREDIC
19G105 - - -1.25 . 2 - - 2.71529 : 1 - - 1531 pathways;ko01110//Bio P activity, transferring acyl cyanin-containing compound gl'ED' hal ha ik 'I .
100 synthesis of secondary ype I groups biosynthetic - chalcone synthase J-like [Glycine max]
metabolites;ko04712//C vacuole process; GO:0009725//respons
ircadian rhythm - plant eto
hormone;GO:0006950//respo
nse to stress
G0:00319
81//nuclea
r
lumen;GO
:0009536//
plastid;GO
Glyma. 584333[7)7 G0:0003676//nucleic acid G0:0034728//nucleosome 0i[571558188|ref|XP_006604532.1|/6.08435¢-
19G172 - - - - - - - -1.1328 0.00146 1082 - 85//chrom binding;GO:0046983//prot organization;GO:0006950//re 89/PREDICTED: histone H4-like [Glycine
500 atin:GO:0 ein dimerization activity sponse to stress max]
005911//ce
l-cell
junction;G
0:001602
0//membra
ne
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G0:00312

§4//|mr|n5| G0:0051707//response to
other
g?mpO”e“‘ G0:0044389//ubiquitin-lik | organism;G0:0042044//fluid | gil947046352|gb|KRGI5981.1];qi[356572440]r
Glyma. 5.65E-0 membrane e protein ligase transport;GO:0006950//respo ef|XP_003554376.1|/3.54333e-159;0/hypotheti
19G181 - - - - - -2.2821 ! 7 1588 - -GO:0005 binding;GO:0005372//wat nse to cal protein GLYMA_19G181300 [Glycine
300 éll/./cell-c er transmembr_ar!e stress;GO:0055085//transme max];PREDICTED: aquaporin PIP2-1
ll transporter activity mbrane [Glycine max]
junction:G transport_;GO:00(_)1101//respo
0:000953 nse to acid chemical
6//plastid
G0:0009642//response to
light
intensity;GO:0010193//respon
seto
o0zone;G0O:0010224//response
to
UV-B;G0:0044710;G0:0009
651//response to salt
stress;GO:0072593//reactive
oxygen species metabolic gil351725359]ref|NP_001235298.1;gil947047
600043169/t process;GO:0009617/frespons | 511 RGOE910.10i947047280]gb|KRGI6
: 'cation eto N B
Glyma. binding;GO:0016209//anti | bacterium;GO:0009744/resp | 909-1/1.08219e-93:1.44827¢-53:8.32826e-66/
! . G0:00444 1eing: ! P superoxide dismutase [Cu-Zn] [Glycine
19G240 - - - - - -1.0373 0.00366 1574 ko04146//Peroxisome oxidant onse to h hetical !
400 24 activity; GO:0003824//cata sucrose;GO:0035194//posttra giﬂmﬁm;gg?:o%gteml .
lytic activity nscriptional gene silencing by e [.G yeine
Py max]; hypothetical protein
RNA;GO:0046688//response | - 1 \via 196240400 [Glycine max]
to copper
ion;G0:0009987//cellular
process; GO:0010035//respons
e to inorganic
substance;G0O:0009628//respo
nse to abiotic
stimulus;GO:0008152//metab
olic
process; GO:0006950//respons
e to stress
%é’g‘; so0078 | 572EL i i ) . i 15 | - . . GO:0006950//response to 9i[359807343|ref|NP_001240867.1//1.92537¢-
900 . 4 stress 107/MLP-like protein 28-like [Glycine max]
0i[571563869|ref|XP_006605545.1]gi[356577
G0:0044238//primary 161|ref|XP_003556696.1|/0;0/PREDICTED:
i . metabolic alpha-1,4 glucan phosphorylase L-2 isozyme,
%ggs R R } } R 5.10843 9.60E-0 3557 koOOSOO//Slarch_ and B E.Sd?ggélg%? 1'1225 /ipho process; GO:0006950//respons chloro_pIastic/amyloplastic-like isoform X2
700 . 6 sucrose metabolism sphorylése a{ctivity eto [Glycine max];PREDICTED: alpha-1,4 glucan
stress;GO:0009628//response phosphorylase L-2 isozyme,
to abiotic stimulus chloroplastic/amyloplastic-like isoform X1
[Glycine max]
?5/,?@233 G0:0046914//transition gﬁe.?051707// response to
ko00591//Linoleic acid stroma;GO g;re;ldai”gqr(]BO'0016702//oxid organism;G0:0006633//fatty gi[947040160|gh|KRG89884.1[;9i|356575019|r
Glyma metaboli_sm;koOllOO// :0009526// oredu ctés e a- ctivity, acting acid biosynthetic o ef|XP_003555640.1|/0;0/hyp_othetica| protein
206055 R R 15643 0.00027 R 203082 0.00967 3025 Metabolic plastid on single donors w'ith process;G_O:0055114//o><|da1| GLYMA_ZOGOS37OQ [Glycine
e . . . . pathways;K0005_92l/alp envelope; incorporation of molecular on-reduction max];_PREDICTED: linoleate o
ha-Linolenic acid G0:00095 oxygen, incorporation of process; GO:0001101//respons 13S-lipoxygenase 2-1, chloroplastic-like
metabolism 34/[chloro wo atoﬁs of e to acid [Glycine max]
plast g chemical;GO:0006950//respo
thylakoid Oxygen;50:0032550 nse to stress
GO0:00058 . ~A G0:0010038//response to
%’ggig ) ) ) ) oot | 00003 | - ) 2299 | Ko03018/RNA 40//riboso /?1%23?%?15%5;%2469“ metal _ i[734401136gb[KHN31621.1//0/Chaperonin
300 . : degradation me;GO:00 binding ion;G0O:0006457//protein CPN60-2, mitochondrial [Glycine soja]
09532//pla folding;GO:0006950//respons
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stid e to stress
stroma;GO
:0009526//
plastid
envelope;
GO0:00444
37;G0:00
44429;,GO
:0016020//
membrane
G0:0000166//nucleotide
binding;G0:0016709//oxid
oreductase activity, acting ’ . .
Glyma. 000087 A7 K000380/TrvDtophan on paired donors, with i%?ggéﬁ?{é indoleacetic 9571565271 ref|XP_003555725 2}/0/PREDIC
20G080 -1.6661 : 2 - - - - - - -3.5159 : 5 1899 I Tryptop - incorporation or reduction . TED: probable indole-3-pyruvate
000 metabolism of molecular oxygen, process;GO:0006950//respons monooxygenase YUCCAT [Glycine max]
ygen, Y9 ¢
e to stress
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