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Figure S1. Synteny plot between Azospirillum brasilense, strains FP2 and Sp245. All 

413 contigs from FP2 were aligned against the chromosome and six plasmids from 

Sp245 using NUCmer and alignment was plotted using mummerplot, both included 

in MUMmer 3 software package (Kurtz et al., 2004); (A) syntheny plot shows the 

comparison of concatenated sequences  (FP2 contigs were ordered to optimize the 

synteny); FP2 contigs, from which primers were designed, are indicated in the "Y" 

axis; Sp245 sequences are shown in the "X" axis as follows: chromosome 

(HE577327), AZOBR_p1 (HE577328), AZOBR_p2 (HE577329), AZOBR_p3 

(HE577330), AZOBR_p4 (HE577331), AZOBR_p5 (HE577332), AZOBR_p6 

(HE477333); (B) syntheny between contig APHV01000066 of FP2 against Sp245 

chromosome region from 880,000 to 940,000 bp. 

Figure S2. Azospirillum brasilense FP2 annotated genomic regions used for strain-

specific primer pairs design. Contigs are identified by NCBI accession numbers; the 

gray box in upper ruler shows the contig region spanning the CDSs in the figure 

(shown in light blue and numbered sequentially); primer binding positions are shown 

in green as follows: Azo-2 in contig APHV01000066, AzoR5.x in contig 

APHV01000394, and AzoR2.x in contig APHV01000408 (with “x” meaning the 

primer version). 

Figure S3. Quantitative real-time PCR (qPCR) standard curve for Azospirillum 

brasilense FP2. The standard curve was generated by plotting Ct values against log 

CFU equivalent/ g of wheat root; DNA was extracted from 100 µL of each serial 

dilution of A. brasilense FP2 culture mixed with 100 mg of crushed plant-root tissues. 

Figure S4. Comparison for the quantification of Azospirillum brasilense FP2 

associated with wheat roots in all three inoculation experiments performed under 

sterile and non-sterile conditions and inoculated with Azospirillum brasilense FP2 



alone or co-inoculated with Azospirillum brasilense NH, Herbaspirillum seropedicae 

Z67, Gluconacetobacter diazotrophicus DSM 5601, and Azospirillum lipoferum DSM 

1691 by qPCR method. Values for qPCR are mean of three strain-specific primer 

pairs. For each day, different letters indicate statistical difference at p<0.01.
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