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Table S1. Sym genes used for targeted expression analysis

Gene ID in the genome of P. sativum cv. Frisson ~ Gene name in Medicago truncatula or other legumes
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Table S2. Top 10 up- and down-regulated genes in comparison of k-8274+Rh+AM with k-3358+Rh+AM

Gene ID in the genome Functional annotation Log2 FoldChange p-value
of P. sativum cv. Frisson

evm.TU.contig_1028.11 Protease inhibitor/seed storage/LTP family protein 6.07 0.0323
(Putative bifunctional inhibitor/plant lipid transfer protein/
seed storage helical)

evm.TU.scaffold_1034.33 Putative SOUL heme-binding protein 3.91 0.0004
(SOUL heme-binding family protein)

evm.TU.contig_706.581 Myb-like transcription factor family protein 3.28 0.0271
(Putative transcription factor MYB-HB-like family)

evm.TU.scaffold_1082.224 Rossmann-fold NAD(P)-binding domain protein 3.05 0.0039

evm.TU.contig_1296.15 Pentatricopeptide (PPR) repeat protein 1.85 0.0271

(Putative tetratricopeptide-like helical domain,
DYW domain-containing protein)

evm.TU.contig_1113.250 Haloacid dehalogenase-like hydrolase domain protein 1.79 0.0359
(Putative HAD hydrolase, subfamily 1A)

evm.TU.contig_1332.50 FAD-binding berberine family protein 1.04 0.0014
(Putative tetrahydroberberine oxidase (EC 1.3.3.8))

evm.TU.contig_910.72 Rubber elongation factor protein -3.49 0.0002

evm.TU.scaffold_1169.303 Receptor-like kinase -3.47 0.0384

evm.TU.scaffold_1691.492 Protein DETOXIFICATION -3.14 0.0039
(Multidrug and toxic compound extrusion protein)

evm.TU.contig_2092.1 NAD(P)-binding rossmann-fold protein -3.13 0.0291
(Putative farnesol dehydrogenase (NAD(+)) (EC 1.1.1.354))

evm.TU.scaffold_1267.79 Glutathione transferase (EC 2.5.1.18) -2.71 0.0193

evm.TU.scaffold_1535.1460 GRP family -1.74 0.0089

evm.TU.scaffold_1034.214 Late embryogenesis abundant protein -1.71 0.0408
(Putative Late embryogenesis abundant protein, LEA-14)

evm.TU.contig_697.245 Putative [Myosin heavy-chain] kinase transcription factor -1.63 0.0024
WD40-like family (EC 2.7.11.7) (Transducin/WD40 repeat protein)

evm.TU.contig_308.447 Putative thiosulfate sulfurtransferase (EC 2.8.1.1) -1.57 0.0039

(Rhodanese-related sulfurtransferase)
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Fig. S1. Expression level of the marker gene PsGLP2 across all samples.
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