
FC: fold change; NOD: nodule; NIR: Non inoculated root.

Casuarina glauca
Clone name Accession number Product description FC NOD/NIR

Array QRT-PCR
Homologs of legume genes involved in Nod signal transduction
CG-N02f_020_I23 FQ364257 LjCASTOR / MtDMI1 6.66 5.8
CG-N02f_019_M23 FQ364345 LjCYCLOPS/MtIPD3 4.92 3.473
CG-R02f_031_L10 FQ373065 LjHap2  NV** 17
CG-R02f_025_B08 FQ373788 LjHap2 21.16 16,5
CGCL2063Contig1* FQ312468 MtERN1 2.7 2.8
CG-R02f_030_E10 FQ373223 LjHK1 0.22 0.12
CG-R02f_018_E15 FQ374451 MtHMG 0.44 0.39
CGCL3166Contig1* FQ326610 LjCPP-56 9.13 8.94
CG-N02f_036_G20 FQ362704 MtLIN 4.19 3.26
Genes linked to flavonoid biosynthesis
CGCL63Contig1* CO038761 chalcone synthase (CgCHS1, AJ132323) 1.13 1.28
CGCL1804Contig1* FQ322741 chalcone isomerase 0.88 0.93
CGCL1297Contig1* FQ365931 isoflavone reductase 1.17 1.41
CGCL249Contig1* FQ312969 flavonoid 3-hydroxylase 0.81 1.28
CGCL2685Contig1* FQ322755 flavonoid 3’-hydroxylase 1.07 0.87
CGCL699Contig1* FQ326397 flavonoid 3’,5'-hydroxylase (CgF3’5’H) 4.45 10.66
CG-N01f_002_A10 CO038460 flavonol synthase (CgFS) 4.34 3.69
CGCL254Contig1* FQ312628 dihydroflavonol 4-reductase  (CgDFR) 1.37 1.33

CG-N02f_001_B22 FQ366462 purine transmembrane transporter 1166.02 14744.15
CGCL1417Contig1 FQ315645 multidrug/pheromone exporter, MDR family, ABC transporter family 1027.49 2219.28
CG-N02f_017_B16 FQ364663 cellulase containing protein 616.81 1141.74
CG-N02f_028_L08 FQ320287 peroxidase 1 124.61 199.53
CG-N02f_031_A03 FQ363283 a-type carbonic anhydrase 57.73 59.50

CGCL12Contig1* FQ361854 component of high affinity nitrate transporter 0.020 0.023
CGCL235Contig1* FQ371087 peroxidase 1 0.019 0.008
CGCL2686Contig1* FQ372849 aspartyl protease family protein 0.011 0.002
CG-R02f_047_E06 FQ327805 chitinase (class ii) 0.010 0.008
CG-R02f_011_B02 FQ371518 nitrate transporter 0.005 0.001
Genes choosen in nodule induced gene list
CGCL1007Contig1* FQ312489 not annotated 1440.49 11843.31
CGCL245Contig1* FQ315643 gamma-expansin natriuretic peptide 2729.30 25507.61
* Accession number of the longest EST component of contig is indicated.
** Due to incorrect probe sequence hybridization values were non valid (NV) . That is why we validated also CG-R02f_025_B08 which correspond to the 3’UTR of the same gene.

Alnus glutinosa
Clone name Accession number Product description FC NOD/NIR

Array QRT-PCR

AG-N01f_042_O13 FQ335571 LjCBF-A22/LjCBF-A01/MtHAP2-1 14.95 9.53
AG-N01f_037_P09 FQ336687 LjCBF-A01/MtHAP2-1/LjCBF-A22 14.04 9.21
AG-N01f_002_M12 FQ334745 MtRPG 17.94 44.60
Genes choosen in nodule upregulated gene list
AGCL10Contig3* FQ332195 actinorizal nodulin GHRP 1539.56 568.41
AG-N01f_001_E15 FQ334884 receptor protein kinase perk1-like 481.46 373.98
AG-N01f_017_D15 FQ344271 betatubulin 14 173.71 159.35
AG-N01f_032_B10 FQ338015 anthocyanin-O-methyltransferase 135.71 48.87
AG-N01f_042_N07 FQ335586 amino acid permease like protein 60.88 520.66
AGCL3384Contig1* FQ337554 cytokinin-regulated kinase 1 6.00 4.07
AGCL3597Contig1* FQ329278 receptor like protein kinase 2.67 2.03
AGCL829Contig1* FQ349910 ethylene responsive element binding factor 2.18 1.85
Genes choosen in nodule downregulated gene list
AG-N01f_032_C03 FQ342865 scarecrow-like 3 protein 0.450 0.348
AGCL2622Contig1* FQ349797 probable LRR receptor-like serine/threonine-protein kinase 0.370 0.251
AG-R01f_022_A08 FQ351674 short root protein 0.342 0.246
AG-J07f_003_N18 FQ356374 glutamine synthetase 0.101 0.075
AGCL3568Contig1* FQ339399 ammonium transporter amt2 0.062 0.042
AG-N01f_039_B03 FQ342248 peroxidase precursor 0.037 0.019
AGCL2795Contig1* FQ358021 xyloglucan-specific fungal endoglucanase inhibitor 0.031 0.023
AG-R01f_021_P13 FQ351677 type II proteinase inhibitor family protein 0.003 0.002
Genes choosen in nodule induced gene list
AG-N01f_008_E02 FQ334245 germin-like protein 22688.37 6914.57
AGCL473Contig1* FQ335284 gamma-expansin natriuretic peptide 9898.67 1714.18
AGCL716Contig1* FQ329786 integral membrane protein 2592.40 33385.33
AG-R01f_030_G11 FQ350838 stress-induced receptor-like kinase 99.56 30.53
* Accession number of the longest EST component of contig is indicated.

Table S4 : Validation of microarray results by quantitative reverse transcription-polymerase chain reaction (QRT-PCR). Values are means of 3 biological replicates.
Correlation coefficient was respectively of 0.793 for C. glauca values and 0.755 for A. glutinosa values.

Genes choosen in nodule upregulated gene list 

Genes choosen in nodule downregulated gene list  

Homologs of legume genes involved in Nod signal transduction 


	Feuil1

