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-0.660551 0



Jperfamily pri

ated protein f

rters

Medtr8g104820
Medtr3g081030
Medtr7g024480
Medtr4g073770
Medtr5g081560
Medtr0305s0020
Medtr3g087700
Medtr4g075690
Medtr1g085500
Medtr4g063630
Medtr3g109450
Medtr3g108290
Medtr3g115050
Medtr7g096880
Medtr6g022020
Medtr5g019120
Medtr8g099375
Medtr1g071480
Medtr5g018110
Medtr7g061020
Medtr4g074190
Medtr4g088735
Medtr7g051910
Medtr8g063940
Medtr1g099150
Medtr1g019800
Medtr1g090987
Medtr4g104320
Medtr4g094925
Medtr4g081220
Medtr1g047370
Medtr2g065360
Medtr4g048060
Medtr2g084020
Medtr1g087240
Medtr3g060880
Medtr4g023730
Medtr6g059760
Medtr8g076160
Medtr2g089490
Medtr4g014070
Medtr4g107110
Medtr4g057470

-0.660548 glycosyl hydr:
-0.659343 RING/U-box ¢
-0.654957 0
-0.652035 like AUXIN RE
-0.649626 RING/FYVE/P
-0.647959 Calcium-depe
-0.647218 Protein of un
-0.644894 SKUS5 similar
-0.642443 germin-like p
-0.639976 Pathogenesis
-0.63871 Protein of un
-0.638677 Protein of un
-0.637193 SKUS5 similar
-0.636795 phosphate tr:
-0.635844 Ubiquitin-like
-0.632865 PQ-loop repe
-0.631881 0
-0.631126 NIMA-relatec
-0.630182 Reticulan like
-0.63009 ATP binding r
-0.627416 Phototropic-r
-0.626721 Pollen Ole e ]
-0.625045 Auxin-respon
-0.623938 spermidine s\
-0.620834 0
-0.620544 0
-0.617974 cytochrome |
-0.617972 Pectin lyase-|
-0.61443 S-adenosyl-L-
-0.613566 Pentatricope|
-0.612142 Pectin lyase-|
-0.611164 cytochrome |
-0.610493 0
-0.609931 Peroxidase st
-0.609161 beta-xylosida
-0.608796 Leucine-rich 1
-0.607921 NAD(P)-bindi
-0.607686 Kunitz family
-0.606338 Lactoylglutat!
-0.605332 Cyclin D6;1
-0.605274 inflorescence
-0.604833 ARM repeat ¢
-0.604402 Protein of un



Medtr7g028740
Medtr8g035780
Medtr7g026340
Medtr4g066460
Medtr2g070730
Medtr3g014280
Medtr8g022870
Medtr2g105390
Medtr4g101310
Medtr3g074930
Medtr7g081750
Medtr5g017160
Medtr1g028610
Medtr8g036080
Medtr8g089745

-0.602335 Squamosa pr
-0.599937 cytochrome |
-0.595415 O-Glycosyl hy
-0.594416 basic helix-lo
-0.593471 interactor of
-0.592413 sequence-spe
-0.591742 Subtilase fam
-0.589674 tubby like pr¢
-0.589449 Bifunctional i
-0.588543 purple acid p
-0.587984 Subtilase fam
-0.587567 ralf-like 34

-0.585923 arabinogalaci
-0.585658 SEC7-like gua
-0.585355 Melibiase fan



M+K dataset. Transcripts were annotated with the Mt4.0v1 version of M. truncatula genomic data
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log2 f.c. AM-K

log2 f.c. NM-K

Annotation

AM-K & NM-K (88)

Medtr4g033200
Medtr4g087810
Medtr2g055940
Medtr4g095010
Medtr7g405710
Medtr2g087470
Medtr4g033085
Medtr7g070910
Medtr6g087780
Medtr8g088330
Medtr4g078885
Medtr7g070740
Medtr4g033170
Medtr6g022040
Medtr5g025730
Medtr2g088190
Medtr7g085120
Medtr4gl117670
Medtr2g040830
Medtr5g034810
Medtr7g070930
Medtr0118s0070
Medtr4g062500
Medtr2g044810
Medtr2g087390
Medtr2g008225
Medtr3g070290
Medtr7g062550
Medtr0088s0100
Medtr5g069180
Medtr5g081030
Medtr4g094828
Medtr4g032750
Medtr7g065740
Medtr7g104460

og2 f.c. AM-K

-2.71108
-2.44991
-2.28557
-1.8417
-1.73632
-1.5354
-1.48612
-1.39537
-1.36167
-1.35421
-1.3024
-1.2782
-1.27338
-1.26935
-1.23867
-1.2189
-1.19859
-1.14499
-1.12602
-1.11978
-1.11096
-1.10997
-1.06323
-1.03467
-1.03454
-1.02977
-1.02092
-1.00565
-1.00556
-1.00242
-0.977034
-0.971991
-0.971897
-0.968115
-0.968057

og2 f.c. NM-K

-1.09344
-1.23116
-1.21548
-1.53393
-1.89221
-1.45906
-1.06185
-1.16091
-0.762031
-0.927998
-1.32751
-0.861948
-0.821685
0.897474
-1.45854
-0.719258
-0.797378
-0.907592
-0.717756
-0.926011
-0.73156
-0.60346
-1.96034
-0.595938
-1.22953
-0.767911
-0.658775
-1.8818
-1.00083
-0.660775
-1.22837
-0.690146
-0.749561
-1.68541
-1.4291



Medtr4g022290
Medtr1g035770
Medtr5g040250
Medtr1g061340
Medtr7g114990
Medtr8g039540
Medtr2g023680
Medtr7g059285
Medtr8g069770
Medtr1g087710
Medtr1g019715
Medtrd4g077160
Medtr5g083960
Medtr4g051880
Medtrlg104840
Medtr5g016320
Medtr4g088870
Medtr2g436710
Medtr2g080230
Medtr7g026990
Medtr8g006270
Medtr3g083230
Medtr5g071200
Medtr7g083110
Medtr5g040940
Medtrlg107460
Medtr2g055430
Medtr3g086310
Medtr4g071090
Medtr5g061880
Medtr8g019730
Medtr3g464720
Medtr4g094285
Medtr8g028460
Medtr5g089170
Medtr6g048910
Medtr4g011630
Medtr4g005190
Medtr8g018590
Medtr7g080460
Medtr7g053500
Medtr5g037930
Medtr7g111500

-0.939143
-0.93033
-0.913293
-0.909182
-0.898454
-0.89657
-0.889291
-0.876601
-0.875018
-0.846797
-0.824975
-0.823287
-0.815699
-0.815555
-0.80896
-0.808888
-0.791803
-0.762097
-0.760011
-0.759658
-0.751752
-0.746573
-0.732469
-0.725256
-0.724138
-0.718119
-0.71438
-0.711563
-0.709992
-0.702641
-0.6947
-0.694078
-0.693213
-0.688815
-0.684954
-0.6797
-0.675508
-0.670585
-0.670158
-0.666378
-0.665794
-0.66511
-0.662513

-0.912601
-0.802931
-0.888488
-0.749421

-0.83325
-0.830587
-0.742794
-0.889949
-0.985465
-0.708341
-0.666767

-1.05208
-0.623977
-0.739296
-0.790534

-1.53606
-0.906272
-0.672426
-0.894008

-1.12505

-1.33167
-0.811191
-0.814098
-0.779711

-1.08022
-0.805371
-0.827122
-0.721705
-0.855956
-0.880902
-0.762537

-0.65011
-0.616699
-0.741272
-0.728499
-0.764931

-0.77298
-0.655115
-0.669985
-0.821698
-0.619197
-0.718586

-1.10145



Medtr2g069090
Medtr3g099620
Medtr2g098180
Medtr4g077590
Medtr7g098610
Medtr3g090760
Medtr5g057990
Medtr0059s0170
Medtr1g105595
Medtr7g076150

ase 18

ing protein 1

rmease 2

inhibitor 1

perfamily protein
se 2A

I-type 1

>ase family protein

st integral protein

family protein

‘epeat protein kinase family protein
nhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein

-0.659523

-0.64291
-0.640278
-0.632039
-0.624839
-0.623715

-0.61989
-0.618779
-0.608041

-0.59522

nsive family protein
nown function (DUF594)
-related thaumatin superfamily protein
duced protein with YGL and LRDR motifs
dase/kelch repeat superfamily protein

ociated protein-like 1

nown function (DUF716)

-0.646106
-0.679599
-0.647521
-0.910972
-0.878339
-0.796455

-0.74361

-1.16453
-0.803718
-0.639115

a oxygenase family protein with Rieske [2
e (20G) and Fe(ll)-dependent oxygenase st
HY-type/RING-type Zinc finger protein

ociated interaction domains-containing pr¢

otide alpha hydrolases-like superfamily pr
nesis-related protein 1



op-helix (bHLH) DNA-binding superfamily protein
‘epeat transmembrane protein kinase
boundaries-domain 16

e arabinogalactan-protein 11

yltransferase-like 2

2450, family 72, subfamily A, polypeptide 15

:al Meristem) domain transcriptional regulator superfamily protein
if nuclear-localized protein 1

isferase family protein

iknown function (DUF966)

\TA-like 6

transport/detoxification superfamily protein

)

1-containing protein

containing protein

dependent synthase family protein

ning nucleoside triphosphate hydrolases superfamily protein
iperfamily protein

‘esponsive NPH3 family protein

partyl protease family protein

trypsin and protease inhibitor protein

known function (DUF3049)

known function (DUF630) ;Protein of unknown function (DUF632)
ng protein for Xklp2) protein family

e arabinogalactan-protein 11
ain-containing disease resistance protein
envelope protein 16-1

1aperones superfamily protein
iidase 5

lesterase 3

e superfamily protein

ome maintenance (MCM2/3/5) family protein
e superfamily protein

2450, family 716, subfamily A, polypeptide 1
known function (DUF604)



ictivating protein with PAK-box/P21-Rho-binding domain
2450, family 93, subfamily D, polypeptide 1

iknown function (DUF23)

:gulated 1

‘epeat protein kinase family protein

:ance protein (TIR-NBS-LRR class), putative

e (20G) and Fe(ll)-dependent oxygenase superfamily protein
ic acid inducible 14

ane amino acid transporter family protein

ase-type esterase superfamily protein

cil permease family protein

‘epeat protein kinase family protein

iperfamily protein

ydrolases superfamily protein

a-rich secretory proteins, Antigen 5, and Pathogenesis-related 1 protein) superfamily protein

‘epeat protein kinase family protein
idotransglucosylase/hydrolase 8
21 /EamA-like transporter family protein

partyl protease family protein
slast intrinsic protein
e (20G) and Fe(ll)-dependent oxygenase superfamily protein

partyl protease family protein

main-containing lipoxygenase family protein
iport factor 2 (NTF2) family protein

ic acid inducible 19

insferase GMA12/MNN10 family protein

isponsive 1 family protein

ter family protein

:al Meristem) domain transcriptional regulator superfamily protein
isterase family protein

known function (DUF579)

iidase 8

transferase 73B3
dase/kelch repeat superfamily protein



olase 9B1
superfamily protein

SISTANT 2

HD zinc finger superfamily protein

:ndent lipid-binding (CaLB domain) plant phosphoribosyltransferase family protein
known function (DUF581)

5

rotein 10

-related thaumatin superfamily protein

known function (DUF630 and DUF632)

known function (DUF581)

5

ansporter 1;7

' superfamily protein

at family protein / transmembrane family protein

| kinase 4

'protein B13

nicrotubule motor family protein
‘esponsive NPH3 family protein

L allergen and extensin family protein
sive family protein

ynthase 1

2450, family 76, subfamily C, polypeptide 2

ike superfamily protein

‘methionine-dependent methyltransferases superfamily protein
ptide repeat (PPR) superfamily protein

ike superfamily protein

2450, family 71, subfamily B, polypeptide 34

iperfamily protein

se 2

‘eceptor-like protein kinase family protein
ng Rossmann-fold superfamily protein
trypsin and protease inhibitor protein
hione lyase / glyoxalase | family protein

‘meristem receptor-like kinase 2
superfamily protein
known function (DUF1635)



omoter-binding protein-like (SBP domain) transcription factor family protein
2450, family 704, subfamily A, polypeptide 2

rdrolases family 17 protein

op-helix (bHLH) DNA-binding superfamily protein

constitutive active rops 1

acific DNA binding transcription factors

lily protein

>tein 8

nhibitor/lipid-transfer protein/seed storage 2S albumin superfamily protein
hosphatase 27

lily protein

tan protein 16
nine nucleotide exchange family protein
nily protein



base (http://jcvi.org/medicago/index.php). Up-regulated transcripts are highlighted in red and down-r
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g s g g 2
O-methyltrar Medtr2g030825
alpha/beta-H Medtr2g030845
O-methyltrar Medtr2g021580
0 Medtr2g069660
senescence-g Medtr3g028340
Protein of un Medtr2g009480
O-methyltrar Medtr4g077880
UDP-glucosyl Medtr7g087047
0 Medtr3g463490
0 Medtr1g084170
Disease resist Medtr5g061860
UDP-glucosyl Medtr4g044463
O-methyltrar Medtr4g102650
Ubiquitin-like Medtr4g049640
Copper amin Medtr3g108760
Zinc-binding « Medtr2g086270
apyrase 2 Medtr4g087240
Copper amin Medtr3g117880
chitinase A Medtr7g075790
TRICHOME BI Medtr2g043560
UDP-glucosyl Medtr3g467460
expansin B2 Medtr8g479380
cytochrome | Medtr4g039740
Plant inverta: Medtr3g056635
Protein of un Medtr1g028360
UDP-Glycosyl Medtr4gl114120
anthranilate : Medtr4g039720
2-oxoglutarat Medtr5g026360
Arginase/dea Medtr4g018800
Heavy metal Medtr6g015905
haemoglobin Medtr5g037250
HXXXD-type ¢ Medtr8g042510
0 Medtr3g031040
glutathione S Medtr1g100180

centroradialis Medtr4g019040

og2 f.c. NM-K
Annotation

-3.02012 late embryog
-1.91225 late embryog
-1.68919 late embryog
-1.67035 Pathogenesis
-1.55862 0
-1.46533 hydroxyprolir
-1.40847 AAA-type ATI
-1.29522 zinc finger (R:
-1.26979 cell division ¢
-1.2679 0
-1.26422 slufate transy
-1.25089 Stigma-specit
-1.21105 0
-1.15353 SLAC1 homol
-1.13044 FASCICLIN-lik
-1.13027 centroradialis
-1.10768 Zinc-finger d¢
-1.06547 minichromos
-1.06339 Calcium-depe
-1.05013 Plant inverta:s
-1.04659 0
-1.04454 SKU5 similar
-1.03896 Protein of un
-1.01056 NB-ARC dom:
-1.00471 spermidine s
-1.00446 P-loop contai
-0.995177 Protein of un
-0.993279 UDP-Glycosyl
-0.982724 cytochrome |
-0.976746 reversibly gly
-0.943383 BIG PETALP
-0.935132 RING/FYVE/P
-0.931001 topoisomera:
-0.922385 detoxifying e
-0.91515 0



HXXXD-type ¢
drought-repr
origin recogn
Nucleotide-d
NAD(P)-linke:
Eukaryotic as
cytochrome |
Leucine-rich |
nucleolar RN,

Medtr4g059670
Medtr3g053240
Medtr1g026020
Medtr1g082390
Medtr7g109480
Medtr1g070120
Medtr7g076080
Medtr7g069930
Medtr8g445730

0 Medtr3g046880
EF hand calci Medtr2g010450
myosin-relate Medtr4g059630

LOB domain- Medtr4g108150
Late embryos Medtr3g113210
0 Medtr1g019280
Auxin-respon Medtr5g062320
RING membr. Medtr1g081970
multidrug res Medtr3g062840
Late embryos Medtrdg122270
Peroxidase st Medtr7g093220
UDP-Glycosyl Medtr2g008226
Thymidine kil Medtr4g132320
Mannose-bin Medtr8g037170
Endosomal tz Medtr7g013610
ribonuclease Medtr7g035445
Leucine-rich | Medtr3g113140
cytochrome f Medtr0554s0020
Pectate lyase Medtrlgl06775
Minichromos Medtr4g132160
sulfate transy Medtr7g094940

Disease resist Medtr8g020960
Clathrin, hea Medtr8g091700
beta-D-xylosi Medtr4g036050
S-adenosyl-L- Medtr8g075950
heat shock tr Medtr5g017710

0 Medtr1g016070
pleiotropic di Medtr8g036660
Terpenoid cy: Medtr3g438070
lipoxygenase Medtr5g009620
Integrase-typ Medtr1g044120
O-Glycosyl hy Medtr4g050060
thioredoxin 2 Medtr7g094250

0 Medtr5g024340

-0.911104 late embryog
-0.907269 Stigma-specit
-0.905989 expansin 11
-0.894292 GDSL-like Lip:
-0.885024 Minichromos
-0.88131 2-oxoglutarat
-0.881021 Homeobox-le
-0.870885 0
-0.86588 0
-0.863149 alpha/beta-H
-0.85786 basic helix-lo
-0.855669 late embryog
-0.851147 Bifunctional i
-0.849977 glyoxal oxida:
-0.829157 Remorin fam
-0.828105 Glycosy! hydr
-0.820657 DNAIJ heat sh
-0.818237 Protein of un
-0.817807 minichromos
-0.816752 0
-0.814905 UDP-Glycosyl
-0.81234 SKUS similar
-0.810187 MATE efflux 1
-0.807897 Histone supe
-0.807809 zinc finger (C:.
-0.806418 Leucine-rich 1
-0.806191 cytochrome |
-0.802997 Peroxisomal |
-0.800555 0
-0.794572 PATATIN-like
-0.794491 Cytochrome |
-0.793469 0
-0.791581 AGAMOUS-lil
-0.790322 Chalcone-flav
-0.788513 0
-0.784028 Fatty acid/spl
-0.781699 MATE efflux {
-0.775457 BANQUO 3
-0.775167 cytokinin resj
-0.773212 Helicase prot
-0.771951 0
-0.770727 oxidoreducta
-0.768248 Protein phosj



2-oxoglutarat
basic helix-lo
Integrase-typ

0
Leucine-rich |
cytokinin resj
alpha-xylosid
cytochrome |
cysteine-rich
S-adenosyl-L-

Fe-2S] domail
Iperfamily pre

dtein

otein

Medtr1g077790
Medtr7g099820
Medtr5g062430
Medtr5g069800
Medtr2g030835
Medtr7g056817
Medtr5g023660
Medtr3g462730
Medtr5g068780
Medtr1g082920
Medtr8g090000
Medtr2g436680
Medtr7g084750
Medtr5g094310
Medtr7g067950
Medtr8g042910
Medtr0184s0030
Medtr7g059070
Medtr3g464330
Medtr8g099305
Medtr5g022010
Medtr0807s0020
Medtr2g035230
Medtr8g103700
Medtr3g063110
Medtr3g462130
Medtr1g017490
Medtr8g080570
Medtr8g471150
Medtr5g066320
Medtr1g075680
Medtr3g054010
Medtr6g032885
Medtr5g065900
Medtrdg064967
Medtr4gl127670
Medtr3g109320
Medtr1g020080
Medtr2g029180
Medtr1g017540
Medtr4g128690
Medtr6g015875
Medtr2g039410

-0.765898 early nodulin

-0.76209 cation/H+ ex
-0.758044 Glycosy! hydr
-0.756467 Glycosyl hydr
-0.754311 late embryog
-0.754246 0
-0.748316 chromometh

-0.74668 Histone supe
-0.744581 Ribosomal pr
-0.737194 P-loop contai
-0.736981 minichromos
-0.735499 multidrug res
-0.731848 xyloglucan er
-0.725471 Kinesin moto
-0.725386 0
-0.724164 Plant invertas
-0.723696 UDP-Glycosyl

-0.72294 Histone supe
-0.722652 fatty acid des
-0.720291 HMG (high m
-0.720047 Chalcone-flav
-0.718752 0

-0.71729 Histone supe
-0.716814 Leucine-rich 1
-0.713883 DUTP-PYROP
-0.709805 proliferating
-0.707553 growth-regul
-0.707382 Rubber elong

-0.69754 basic helix-lo
-0.694651 P-loop contai
-0.692995 P-loop contai
-0.685809 Protein of un
-0.683993 ARM repeat ¢
-0.682232 0
-0.677478 histone H2A :
-0.676641 Peroxidase st

-0.67518 calmodulin lil
-0.673371 RNA-binding
-0.672544 Nucleotide/s!
-0.671819 P-loop contai
-0.669183 UDP-glucosyl
-0.668699 COBRA-like e
-0.667991 cytokinin oxic



Medtr3g092890
Medtr2g098910
Medtr4g065850
Medtr7g015970
Medtr7g081420
Medtr2g088320
Medtr3g065300
Medtr5g070680
Medtrdg122240
Medtr4g035855
Medtr4g415390
Medtr3g058220
Medtr8g020610
Medtr1g026410
Medtr7g093910
Medtr3g087640
Medtr3g115990
Medtr4gl116070
Medtr3g461540
Medtr5g064360
Medtr6g013420
Medtr3g084630
Medtr3g078490
Medtr4g035980
Medtr4g102790
Medtr7g024390
Medtr1gl112230
Medtr1g018205
Medtr4g112035
Medtr7g105030
Medtr5g039180
Medtr5g029770
Medtr3g112530
Medtr3g058210
Medtr4g065007
Medtr2g089340
Medtr6g087980
Medtr2g436750
Medtr7g013850
Medtr3g110405
Medtr2g103440
Medtr4g096700
Medtr7g089080

-0.665597 2-oxoglutarat
-0.660553 crinkly4
-0.659236 Leucine-rich 1
-0.659129 reversibly gly
-0.658442 Subtilisin-like
-0.65729 0
-0.655981 ARM repeat ¢
-0.655484 alternative o
-0.654243 GRAS family 1
-0.652273 Plant inverta:
-0.652136 Transmembr:
-0.650619 cytochrome |
-0.646901 germin-like p
-0.645613 SKUS5 similar .
-0.644673 gamma histol
-0.643676 HXXXD-type ¢

-0.640388 0
-0.638724 glucuronidast
-0.637501 0

-0.637269 Phosphate-re
-0.637008 early nodulin
-0.636586 xyloglucan er
-0.635433 aldehyde def
-0.634356 Plant inverta:
-0.634019 GRAS family 1
-0.632916 heat shock pr
-0.630498 GHMP kinase
-0.630142 voltage depe
-0.629345 Plant protein
-0.626468 P-loop contai
-0.626465 basic helix-lo
-0.625463 Histone supe
-0.62495 SLAC1 homol
-0.624218 cytochrome |
-0.623842 dicarboxylate
-0.622388 dehydratase
-0.621774 RHO-related
-0.620957 ARM repeat ¢
-0.620604 HXXXD-type ¢
-0.620133 atauroral
-0.617963 0
-0.617833 Minichromos
-0.617376 Cyclin family



Medtr1lg076700 -0.616427 Microtubule :
Medtr4g071520 -0.616016 squalene syn
Medtr8g028145 -0.615699 Dihydrodipicc
Medtr7g082230 -0.613477 0
Medtr6g027540 -0.613192 C2 calcium/Ii|
Medtr7g062150 -0.613041 Haloacid deh
Medtr2g437380 -0.610726 2-oxoglutarat
Medtr6g037220 -0.610039 0
Medtr1g088190 -0.60876 glycosyl hydr:
Medtr7g007090 -0.607662 chromometh
Medtr5g009020 -0.604819 ubiquitin-con
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