Table S7 Expressed ORFs of Azospirillum brasilense strain FP2 colonizing Triticum aetivum seedling roots

ORF Gene name  CWR coverage Protein descriptions

Genes of Azospirillum brasilense involved in nitrogen fixation

0003.0824 amtB 2.2 Ammonium transporter

0001.1395 glnA 9.6 Glutamine synthetase

0001.0450 ginB 7.8 Nitrogen regulatory protein pll

0001.1150 nifH 15 Nitrogenase reductase

0001.1149 nifD 14 Nitrogenase molybdenume-iron protein alpha chain
0001.1148 nifk 1.6 Nitrogenase molybdenum-iron protein beta chain

Genes of Azospirillum brasilense involved in adaptation processes

0007.0064 6.7 Hypothetical calcium-binding protein

0004.0099 1.8 Hypothetical hemolysin-type calcium-binding region
0003.0744 1.6 Putative hemolysin-type calcium-binding region
0001.2030 narL-like 30.2 Two-component response regulator

0005.0680 narL-like 6.9 Two-component response regulator

0001.2448 narL-like 3.7 Two-component response regulator

0002.0515 39.5 Putative transcriptional regulator, Crp/Fnr family
0001.1830 1.8 Crp/Fnr family transcriptional regulator
0001.1948 1.1 Crp/Fnr family transcriptional regulator
0002.0162 12.8 Superoxide dismutase

0003.0751 phaC 5.7 Poly(3-hydroxyalkanoate) synthetase
0004.0441 phbC 15 Poly-beta-hydroxybutyrate polymerase
0005.0595 phbC 1.3 Poly-beta-hydroxybutyrate polymerase
0001.1620 12.8 Phasin protein

0001.1052 9.6 Phasin protein

0001.1053 1.0 Phasin protein

0002.0156 1.0 Phasin protein

Genes of Azospirillum brasilense involved in chemotaxis, adhesion and biofilm formation

0002.1124 xseB 3.8 Exodeoxyribonuclease VIl small subunit
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Putative bacterial sugar transferase family protein




