
Cluster 1R (2,050 genes): early nodulation
Enriched protein domains: Late Nodulin, Knottin Scorpion-Like, 
Leghaemoglobin, Cysteine Oxygenase
Enriched GO terms: Defence Response, Oxygen Binding, 
Pentose/Arabinose Metabolic Process, Transmembrane Transport
Enriched pathway: PWY-6313: Serotonin Degradation

Cluster 2R (495 genes): redox status
Enriched protein domains: Cytochrome P450 (group IV, I, B-
class), Iron-dependent Dioxygenase, Isopenicillin N synthase
Enriched GO terms: Detoxification , Oxidation-Reduction, Heme-
Binding, Iron Ion Binding, Catalytic Activity, Tetrapyrrole Binding
Enriched pathway:PWY1F-FLAVSYN: Flavonoid Biosynthesis

Figure S5. RNAseq gene expression analysis on whole roots 11 days after inoculation. A. Principal Component
Analysis (PCA) plot of Medicago inoculated with one of the three rhizobial inoculants (Sm1021, WSM419, WSM1022)
or mock-inoculated. B. Heatmap of differentially expressed (P<0.05) (DEseq2 R) transcripts between whole root
samples. Analysis of GO term, protein domain and pathway enrichment is also shown here.
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Differentially expressed genes include:
521 nodulins
MtNIN (Medtr5g099060)
MtNF-YA1 (Medtr1g056530)
MtRPG (Medtr1g090807)
MtENOD11 (Medtr3g415670)
MtNPL (Medtr3g086320)
MtKIN2 (Medtr4g129010)
MtRFCb (Medtr3g118160)

Differentially expressed genes include:
Medtr2g029910 – Peroxidase
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