


















members of the plant lipid transfer protein gene family
induced early in nodulation, as the proteins encoded
by these genes may participate in the control of bac-
terial infection and the autoinhibitory regulation of
nodule numbers by the host plant (Pii et al., 2009). NO
depletion also triggered major changes in hormone

signaling, as suggested by the lack of induction of several
genes encoding auxin-responsive proteins (Supplemental
Fig. S6), and resulted in a lack of activation of genes
encoding proteins involved in the cell cycle and protein
synthesis, both of which are required for the dedifferen-
tiation of cortical cells and the induction of cell division

Figure 5. Transcriptional regulation of gene families
in nodules. The number of genes identified in each
family is indicated at right and corresponds to 100%
in each family. The rate of genes belonging to the
different classes is represented according to the total
number of genes identified in each family (in per-
centage). The classification of each gene in the
families is based on the protein function indicated in
the Mt3.0 annotation. cdc, Cell division control;
GSH, glutathione; MatE, multiantimicrobial extru-
sion protein; Redox, protein related to the redox
state. [See online article for color version of this
figure.]

Figure 6. Comparison of the transcriptional regulation of gene families in inoculated roots treated or not with cPTIO. Only
genes showing at least a 2-fold change with a significant difference based on Student’s t test and a FDR obtained with the R
package qvalue (Dabney et al., 2010) threshold of q , 0.001 are represented. A, Transcriptional regulation of gene families in
inoculated roots compared with roots. B, Transcriptional regulation of gene families in inoculated roots treated for 8 h with
1 mM cPTIO compared with inoculated roots. The classification of each gene in the families is based on the protein function
indicated in the Mt3.0 annotation. cdc, Cell division control; GSH, glutathione; Redox, protein related to the redox state. [See
online article for color version of this figure.]
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during nodule formation. Thus, a large number of
transcriptional regulators appear to be down-regulated
by cPTIO treatment (Supplemental Table S12). One
HAP3-like (Medtr1g099630.1) gene appeared to be re-
gulated by NO, possibly accounting in part for the
impairment of nodulation by cPTIO (del Giudice et al.,
2011). Other TF families known to be involved in
nodulation (such as the NIN-like proteins) were not
affected, highlighting the specificity of the effect of NO
on TF regulation. The genes for which down-regulation
in inoculated roots was prevented by NO depletion
(Supplemental Table S13) included the gene encoding
the NADPH oxidase RBOHC and a large number of
genes encoding Tyr kinases, PR proteins, glutathione
S-transferases and chalcone synthases, and genes en-
coding proteins involved in terpene, flavonoid, and
phenylpropanoid pathways (Fig. 6; Supplemental Fig.
S6C). These findings clearly suggest that NO plays a
crucial role in repressing the defense reaction in sym-
biotic conditions, thereby favoring establishment of
the beneficial plant-microbe interaction. This action dif-
fers markedly from the signaling functions of NO in
pathogenic interactions, in which NO cooperates with
reactive oxygen species to induce hypersensitive cell
death and functions independently of such intermediates
in the induction of defense-related genes (Delledonne
et al., 1998). This hypothesis was confirmed, at least
partly, by the experiments performed with tungstate; it
must be noted here that L-NAME, which inhibits NO
synthase-like activity, did not affect the expression level
of the defense genes. Taken together, these results shed
new light on the possible role of nitrate reductase in the
synthesis of NO during the first steps of the nodulation
process.
Finally, we assessed the complexity in the nodula-

tion transcriptome by determining the frequency of the
various alternatively spliced forms. We identified
23,164 different transcripts derived from 6,587 genes.
Although originally thought to be less frequent in
plants than in animals, AS is now known to be wide-
spread in plants (Reddy et al., 2012). A recent analysis
using RNA-Seq has revealed that over 40% of intron-
containing genes in Arabidopsis (Arabidopsis thaliana;
Filichkin et al., 2010) and about 48% in rice (Oryza sativa;
Lu et al., 2010) undergo AS. Concerning legumes, the
only data available are based on EST alignments: the
observed frequency of alternatively spliced genes was
described to be lower in M. truncatula (approximately
10%) and L. japonicus (approximately 3%) than in Arabi-
dopsis and rice; however, AS frequencies appeared
comparable in all four species when EST levels were
normalized (Wang et al., 2008). Although it is not
known how much of AS is due to noise in the splicing
process (Melamud and Moult, 2009), the estimated
extent of AS frequency inM. truncatula obtained in this
study (6,587 genes) appears significantly higher than
the one (1,107 genes) reported previously, based on EST
alignments (Wang et al., 2008). This underscores the
superior detection capability of the RNA-Seq method
over the conventional EST approach, especially for low-

abundance transcript variants (Filichkin et al., 2010).
Therefore, we concluded that AS may play an impor-
tant role in increasing the diversity of the M. truncatula
proteome. Comparisons of inoculated roots or 21-d-old
nodules with noninoculated roots led to the identifica-
tion of 63 and 65 genes, respectively, 29 of which were
common to the two comparisons. Expression analyses
showed that several AS events were dynamically mo-
dulated, indicating the association of AS events with a
specific phase of the nodulation process, confirming
recent reports that many splice variants are differen-
tially expressed in a development-specific manner or in

Figure 7. Transcript abundances of multiple isoform genes regulated
during the nodulation process and/or the cPTIO treatment. A, Gene
models from the M. truncatula reference genome (version Mt3.5)
showing the structure of the isoforms with the positions of the exons,
introns, and UTR sequences. B, Relative abundance of transcript iso-
forms measured as a function of the condition in RPKM. In the case of
the 1-aminocyclopropane-1-carboxylate (ACC) oxidase, we observed
one unknown isoform (Medtr5g085330.1 i) in which part of an intron
is conserved. Inoc., Inoculated roots; Inoc + cPTIO, inoculated roots
treated for 8 h with cPTIO.
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response to developmental cues (Reddy et al., 2012).
The alternatively spliced forms included four isoforms
from a gene encoding a potential 1-aminocyclopropane-
1-carboxylate oxidase (Medtr5g085330) involved in eth-
ylene biosynthesis. Three of these isoforms were already
known, and the fourth corresponded to an intron re-
tention event. The major isoforms expressed during
the nodulation were isoforms 2 and 3 rather than
isoform 1 (Fig. 7). For the ATP-dependent Clp protease
(Medtr4g069800), isoform 1, which was expressed in
noninoculated roots, was totally repressed during
symbiotic interaction, whereas the other two isoforms
were induced (Fig. 7). Many switches between major
and minor transcript isoforms were observed in our
analysis, suggesting a probable role of AS in the
adaptive changes observed during nodulation. More-
over, cPTIO treatment enhanced splicing (148 genes). For
example, changes to the major isoform of dynamin-
related protein1C were blocked in NO-depleted inocu-
lated roots (Fig. 7). cPTIO treatment seemed to block
the repression of isoform 1 selectively, without affecting
the other isoforms, in the case of a gene encoding a
thioredoxin-like protein (Medtr7g093490; Fig. 7). These
two examples suggest that NO may exert fine control
over transcriptome complexity and expression dynamics.

CONCLUSION

In conclusion, although many genes differentially
expressed during nodulation have been identified in
previous studies, this investigation of the transcriptome
of M. truncatula during establishment of the symbiotic
interaction has considerably refined and expanded our
knowledge of the basic building blocks required for the
colonization and correct functioning of the nodule. The
resulting view of the transcriptome, at single-base
resolution, markedly improves our understanding of
expression dynamics during the symbiotic process and
has major biological implications that can now be
evaluated experimentally.

MATERIALS AND METHODS

Growth Conditions and Isolation of Total RNA

Sinorhizobium meliloti strain RCR2011 (Rosenberg et al., 1981) was grown in
Luria-Bertani medium supplemented with 2.5 mM CaCl2 and 2.5 mM MgSO4.
Streptomycin at 100 to 300 mg mL21 was added when required. Seeds of
Medicago truncatula ‘Jemalong A17’ were scarified with H2SO4, surface steril-
ized in a bleach solution, rinsed with sterile distilled water, germinated on
agar plates for 3 d in the dark, and allowed to grow on nitrogen-free Fahraeus
medium plates (covered with pouch paper) during 8 or 21 d in a culture room
(22°C–25°C) with a light/dark photoperiod of 16 h/8 h (http://www.noble.
org/MedicagoHandbook/). Four days after the germinated seeds were
transferred onto medium plates, the plants were inoculated with 200 mL per
root of S. meliloti grown in liquid Luria-Bertani medium supplemented with
2.5 mM CaCl2 and 2.5 mM MgSO4, pelleted at 4,500 rpm, washed twice with
sterile distilled water, and resuspended in sterile distilled water to a final
optical density at 600 nm of 0.01 (corresponding to an inoculum concentration
of approximately 105 to 106 bacteria cells per mL). The control condition was
inoculation with 200 mL of sterile distilled water. Four days post inoculation,
some of the plants were treated with 250 mL of a 1 mM solution of cPTIO

(Sigma) prepared in 10 mM Tris-KCl buffer that was added along the whole
length of the roots. Plants were allowed to stay in contact with cPTIO for 8 h.
For the inoculated root condition, roots were treated with 250 mL of 10 mM

Tris-KCl buffer for 8 h. Treatments with L-NAME (Sigma) and tungstate
(Fluka) were done following the same protocol using 5 and 2 mM, respectively,
of each inhibitor of NO synthesis. Furthermore, in order to obtain a higher
concentration of RNA from nodule primordia, a 2-cm region of the root in
which most of the nodule primordia appear was harvested and immediately
frozen in liquid nitrogen. To localize the root infection zone, we marked the
position of the primary root apex on the day of the inoculation. Four days
later, the infection zone was mainly located around this mark. For the nodule
condition, plants grew on a medium plate for 21 d. Nodules were then har-
vested and immediately frozen in liquid nitrogen. A total of 100 mg of plant
material was ground in liquid nitrogen, and total RNA was isolated using
QIAshredder and RNeasy Mini kit columns (Qiagen; www.qiagen.com). The
optional DNase treatment step was added to the protocol using the RNase-
free DNase set (Qiagen). The integrity of total RNA was checked on a 2100
Bioanalyzer (Agilent; www.agilent.com), and its quantity as well as purity
were determined with a Nanodrop 2000 apparatus (Thermo Scientific; www.
thermofisher.com).

qRT-PCR Validation

For the qRT-PCR validation, cDNAs were made from the RNA isolated
either by RNeasy Mini kit columns (as described previously) or Trizol reagent
(Invitrogen; www.invitrogen.com). A total of 100 to 200 mg of plant material
(root) was ground in liquid nitrogen, and total RNA was isolated using Trizol
reagent. The integrity of total RNA was checked on agarose gels, and its
quantity as well as purity were determined spectrophotometrically. A total of
500 to 1,500 ng of RNA was used as a template for reverse transcription re-
action in a 20-mL reaction volume using the Omniscript RT Kit (Qiagen; www.
qiagen.com). Real-time qRT-PCR was carried out using the qPCR Mastermix
Plus for SYBR Green I reagent (Eurogentec; www.eurogentec.com). Reactions
were run on the Chromo4 Real-Time PCR Detection System (Bio-Rad; www.
bio-rad.com), and quantification was performed with the Opticon Monitor
analysis software version 3.1 (Bio-Rad). Data were quantified using Opticon
Monitor 2 (MJ Research) and analyzed with RqPCRBase, an R package
working on the R computing environment for analysis of quantitative real-
time PCR data (T. Tran and F. Hilliou, unpublished data). The mRNA levels
were normalized against three constitutively expressed endogenous genes,
Mtc27 (TC106535; Van de Velde et al., 2006) and two genes (Mtr.10324.1.S1_at
and Mtr.31250.1.S1_at) selected as reference genes (del Giudice et al., 2011).
PCR for each biological replicate was performed in three technical replicates.
For each reaction, 5 mL of 100-fold-diluted cDNA and 0.3 mM primers were
used. The initial denaturing time was 10 min, followed by 40 PCR cycles at 95°
C for 10 s and 60°C for 1 min. The specificity of the amplification was con-
firmed by a single peak in a dissociation curve at the end of the PCR proce-
dure. For each experiment, the stability of the reference genes across samples
was tested using geNorm software (Vandesompele et al., 2002). The absence of
genomic DNA contaminations in the RNA samples was tested by PCR anal-
ysis of all samples using oligonucleotides bordering an intron in the gluta-
thione synthetase gene of M. truncatula.

The gene-specific primers used are listed in Supplemental Table S15.

Library Preparation and Sequencing

Poly(A) mRNA was isolated from the extracted RNA to prepare a nondi-
rectional Illumina RNA-Seq library with the mRNA-SEquation 8 sample prep kit
(Illumina). We modified the gel extraction step by dissolving excised gel slices at
room temperature to avoid underrepresentation of AT-rich sequences (Quail et al.,
2008). Library quality control and quantification were performed with a Bio-
analyzer Chip DNA 1000 series II (Agilent). Each library had an insert size of 200
bp, and 36- to 44-bp sequences were generated on an Illumina genome analyzer
II. The reads were distributed within the four conditions as follows: 16.4 million
for the root control, 45.4 million for inoculated roots, 46.6 million for inoculated
roots treated with cPTIO, and 27 million for nodules (Supplemental Table S1).

Mapping and Analysis of Illumina Reads

M. truncatula genome and splice database sequence alignments were
generated with Bowtie (Langmead et al., 2009). Bowtie supports up to three
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mismatches, reports reads aligning to multiple locations in the genome, is able
to assess the quality of the sequences generated, and its output can be directly
parsed by the ERANGE package (Mortazavi et al., 2008) that was used for
differential expression analysis. For our analysis, we allowed up to two mis-
matches (parameter “-v 2”). The sequences were discarded if they aligned on
more than 10 different loci (parameter “-m 10”). The program reported all the
matches it was able to find for the remaining reads (parameter “-k 11”).
Alignment of the reads was made on the Mt3.0 version of the M. truncatula
genome sequence (www.medicago.org), and the output was processed using
the software suite BedTools (http://code.google.com/p/bedtools/; Quinlan
and Hall, 2010) in order to assign each read to an exon, intron, UTR, or in-
tergenic region. Reads mapped onto external exons fell within a 3-kb catch-
ment from both ends of a gene, promoting the investigation of putative
undiscovered exons. Intergenic reads represented those sequence reads that
fell outside this catchment. The program ERANGE defined potentially novel
clusters of expression on the basis of their alignment; they were categorized as
novel sections (exons/UTRs) of a known gene if they fell inside a radius of
3,000 bp from them (average gene density/2). The remaining expressed
clusters were marked as potential new genes.

In order to identify potential new isoforms of known genes, we remapped
all reads against theM. truncatula genome using TopHat (Trapnell et al., 2010),
with a segment length of 16 due to the short length of our reads, and defined
the new isoforms of known genes by performing a Cufflinks analysis on each
sample, with standard parameters, followed by an analysis with Cuffcompare
to merge transcripts identified on different samples (Trapnell et al., 2010). We
used the latest genome sequence and annotations provided by the M. trun-
catula research community (Mt3.5; http://www.medicago.org/). The Mt3.0
version consists of essentially the same sequence data found in the more recent
Mt3.5 version, except that the assembly of Mt3.5 was based on newer optical
map results (Branca et al., 2011; Young et al., 2011). Therefore, we used the
Mt3.5 version only for the identification of AS events.

Clustering

The expression data of the 28,744 genes expressed (in RPKM) were trans-
formed with the software Expression Profiler from the European Bio-
informatics Institute (www.ebi.ac.uk) to get a relative expression ratio (in log2
base) around the gene’s average value. The clustering was made following the
K-means method with Pearson’s correlation distance using the Genesis bio-
informatic tool (Sturn et al., 2002; http://genome.tugraz.at). Different num-
bers of clusters were tested to identify the minimum number of clusters to
represent all the separated expression profiles.

Identification of Novel Transcribed Regions

We used the reads that had not been mapped against the Mt3.0 sequence
from every sample to assemble separately our contigs, using the Velvet pro-
gram (Zerbino and Birney, 2008), using a sensitive hash length of 29 for the
reads with a length of 44 bp and of 21 for the rest. The contigs were subse-
quently clustered together using the software CAP3 (Huang and Madan,
1999), with a minimum overlap of 90%, requiring an overlap identity of 80%.
Contigs mapping against the reference genome with identity of 90% or greater
and coverage of 90% or greater after BLAT alignment were discarded
from further analysis. All the contigs were also mapped against the accom-
panying RNA-Seq data of the Mt3.5 version with GMAP (version 2012-04-21).
The contigs, with an alignment coverage on the sequence length of 90% or greater
and on the identity of 90% or greater, were merged together using the program
mergeBed from the BEDTools suite (http://code.google.com/p/bedtools/).

Gene Expression Analysis

The evaluation of gene expression was performed with the ERANGE
software (version 3.1) available at http://woldlab.caltech.edu/RNA-Seq
(Mortazavi et al., 2008). ERANGE requires Cistematic 2.5 to execute Run-
Standardanalysis.sh. Therefore, a Python script (medicago3.py) was devel-
oped to import theM. truncatula reference sequence (Mt3.0) and gff annotation
into Cistematics Genomes, and a Perl script (gff2knowngene.pl; Zenoni et al.,
2010) was used to convert the gff annotation file to the knowngene.txt file used
by RunStandardanalysis.sh. ERANGE reports the number of mapped reads
per kilobase of exon per million mapped reads, measuring the transcriptional
activity for each gene. To obtain an accurate measure of gene expression not

biased by reads mapping to splice junctions in genes with many introns,
ERANGE considers both reads mapping to the genome or to the custom
splice junctions database. ERANGE was preferred over commercial pack-
ages such as CASAVA and the GenomeStudio platform from Illumina
because of its open nature. This allowed us to adapt and reuse code for
our own analysis with greater flexibility than a comparable closed-source
commercial package.

Differential Gene Expression Statistics for RNA-Seq

ERANGE software computes the normalized gene locus expression level
(named RPKM) by assigning reads to their site of origin and counting them. In
the case of reads that match equally well to several sites, ERANGE assigns
them proportionally to their most likely site(s) of origin (Mortazavi et al.,
2008). The number of reads falling in a given gene locus can be estimated from
the RPKM value as follows: n = RPKM 3 L 3 NTot 3 1029, where n = number
of mapping reads at a given gene locus, L = estimated length (bp) of the gene
locus, NTot = number of total mapping reads, and RPKM = gene locus RPKM
value. The null hypothesis of no differential gene expression for each gene was
tested using the R package qvalue (Storey, 2002; Storey and Tibshirani, 2003;
Dabney et al., 2010) on the R working environment. FDRs were calculated
based on P values obtained running Student’s t test on the raw read counts
using the basic R package stats.

Variance  ¼ ð1=RPKM1Þ þ ð1=RPKM2Þ

Stat  ¼   ðlogðRPKM1=NTot1Þ2 logðRPKM2=NTot2ÞÞ==ðVarianceÞ

P value  ¼   ð1  2  pnormðabsðStaÞÞ 3 2

The threshold value for the FDR was 0.001, and genes were first selected
using this filter. Differentially expressed genes were then filtered again based
on a fold change greater than 2.

Construction of Promoter Fusion, and GUS Detection
in Planta

To analyze promoter activity, 1,567 and 1,330 bpof the genomic region upstream
from the coding regions of glutathione S-transferase (Medtr7g071380) and chalcone
synthase (Medtr1g124600), respectively, were amplified by PCRwith the following
primers: 59-AAAAAGCAGGCTTCCGTGACTTATCCCATTTATGTG-39 (GST F),
59-AGAAAGCTGGGTGCTTCAATTCTTAATCAAACAACTG-39 (GST R), 59-
AAAAAGCAGGCTTCGCACCAACACTTCTAATTGA-39 (CHS F), and 59-
GAAAGCTGGGTGGGTAGCAAATGAAAGTCTCAG-39 (CHS R). The amplified
fragments were reamplified with the Gateway adapter primers 59-GGGGA-
CAAGTTTGTACAAAAAAGCAGGCT-39 and 59-GGGGACCACTTTGTAC-
AAGAAAGCTGGGT-39, cloned into the pDONR207 Gateway vector (Invitrogen),
and then transferred to the GUS::GFP-containing binary vector pKGWFS7 (Karimi
et al., 2002), generating the plasmids ProGST::GUS and ProCHS::GUS.

For GUS detection, roots transformed with ProGST::GUS and ProCHS::GUS
were incubated for 1 h in 90% acetone (diluted in a phosphate buffer: 0.1 M

Na2HPO4 and 0.1 M NaH2PO4, pH 7.4) at 220°C. Roots were then washed
twice in the phosphate buffer and incubated at room temperature, protected
from light, in phosphate buffer containing potassium ferricyanure (0.5 mM),
potassium ferrocyanure (0.5 mM), and 5-bromo-4-chloro-3-indolyl-b-glucur-
onic acid (0.5 ng mL21) for 3 and 16 h. The roots were observed by optical
microscopy (Axioplan imagin2; Zeiss). Photographs were taken with an Axi-
oCam (Zeiss) and acquired with the corresponding software.

All Illumina sequence data have been deposited in the National Center for
Biotechnology Information short-read archive, and Sanger-sequenced PCR
products have been deposited in GenBank (accession no. SRA048731). As-
sembled contigs longer than 200 bp have been deposited at Transcriptome
Shotgun Assembly (accession nos. JR366937–JR375780). Coverage data are
available at http://ddlab.sci.univr.it/cgi-bin/gbrowse/medicago/.

Supplemental Data

The following materials are available in the online version of this article.

Supplemental Figure S1. Photographs of the harvested plants at 4 d post
inoculation.
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Supplemental Figure S2. Percentage of TUs detected in both replicates at
different RPKM thresholds.

Supplemental Figure S3. Number of genes detected with five or more
uniquely mapped reads as a function of the sequencing depth.

Supplemental Figure S4. Comparison of cPTIO and two different NO
synthesis inhibitors treatments on the transcript level on six genes.

Supplemental Figure S5. Histochemical localization of GUS activity in
transgenic roots expressing ProGST::GUS and ProCHS::GUS fusion.

Supplemental Figure S6. Overview of biotic stress pathway regulated dur-
ing the early organogenesis and by the cPTIO treatment using MapMan.

Supplemental Figure S7. Overview of general metabolism regulated by
the cPTIO treatment during the early organogenesis using MapMan.

Supplemental Table S1. Number of reads obtained for each sample in the
experiment.

Supplemental Table S2. List of new transcribed regions identified.

Supplemental Table S3. TUs newly identified mapped on the Mt3.0 ge-
nome version (named FAR).

Supplemental Table S4. Cuff tracking data of all transcripts from Cuf-
flinks analysis.

Supplemental Table S5. Isoforms.fpkm.tracking data of noninoculated
roots versus inoculated roots.

Supplemental Table S6. Isoforms.fpkm.tracking data of noninoculated
roots versus nodules.

Supplemental Table S7. Isoforms.fpkm.tracking data of inoculated roots
versus cPTIO-treated inoculated roots.

Supplemental Table S8. TUs expressed in the different condition above
2.77 RPKM.

Supplemental Table S9. Validation of RNA-Seq expression results by qRT-
PCR.

Supplemental Table S10. TUs differentially expressed in inoculated roots
compared with noninoculated roots.

Supplemental Table S11. TUs differentially expressed in nodules com-
pared with noninoculated roots.

Supplemental Table S12. TUs differentially expressed in cPTIO-treated
inoculated roots compared with inoculated roots.

Supplemental Table S13. TUs differentially expressed either by inocula-
tion or cPTIO treatment.

Supplemental Table S14. Differential expression analysis of defense genes
families affected by cPTIO treatment.

Supplemental Table S15. Primer sequences used for real-time qPCR analysis.
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50 µm
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Figure S1. Pictures of the plants at the 4 days post-inoculation stage. In A and B were
show a higher magnification of the nodule primordia at the 4 dpi stage: A. Observation in
fluorescent microscope of the DsRed fluorescence; B. β-glururonidase activity detection
in nodule primordium 4 dpi with S. meliloti GUS strain. In C were presented the 2 cm of
the inoculated zone harvest for the RNA-Seq analysis.
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Figure S3. Number of genes detected with five or more uniquely mapped reads 
as a function of the sequencing depth for each condition sequenced. A: Control 
roots non inoculated; B : inoculated roots 4 days post-inoculation (4 dpi), C : 
inoculated roots (4 dpi) treated with cPTIO and D : nodules (21 dpi).
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Figure S4. Comparison of the effect of the NO scavenger cPTIO and two different NO
synthesis inhibiters on the transcript level on six genes identified as cPTIO regulated in
our analysis. Real-time RT-PCR analysis were made on inoculated roots (4 dpi) and non
inoculated roots treated or not during 8h with 1 mM of cPTIO, 2 mM of Tungstate (Tg) or
5 mM of L-NAME. Histograms show the results of the different treatment on inoculated
roots. The value 1 in each histogram correspond to the expression level in control
condition of non inoculated roots. For these analyses, five independent experiments were
performed. * Asterisks indicate a statistically significant difference (standard t-test, p <
0.05) between condition and control inoculated roots.
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Figure S5 : Histochemical localization of β-glururonidase (GUS) activity throughout in
transgenic hairy roots of M. truncatula expressing the ProCHS::GUS fusion (A and B) or
ProGST::GUS fusion (C and D). Whole root segment 4 days post inoculation (dpi) with S.
meliloti and treated or not with 2mM of tungstate were stained during 16h with X-gluc for the
GUS activity.



Fig. S6: Overview of biotic stress pathway regulated during the early organogenesis and by
the cPTIO treatment using MAPMAN representation tools. A: Inoculated roots vs. Non
inoculed roots; B: cPTIO-treated inoculated roots vs. Inoculated roots and C: Genes regulated
in both inoculated roots (vs. Non inoculated roots) and inoculated roots treated with cPTIO
(vs. Inoculated roots). Red indicates up-regulation and blue indicates down-regulation.

A. 

B. 

C. 



Fig. S7: Expression pattern of genes involved in general metabolism regulated during the
early organogenesis and by the cPTIO treatment using MAPMAN representation tools. A:
Inoculated roots vs. Roots; B: cPTIO-treated inoculated roots vs. Inoculated roots. Red
indicates up-regulation and blue indicates down-regulation.
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Figure S2. Percentage of TUs detected in both replicates at different RPKM thresholds relative to the total number of
detected TUs in either replicate.
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