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Supplementary figure and table legends

Figure S1.

Dendrograms and Heatmap of the top 50 differentially expressed genes in Acidovorax
avenae subsp. avenae strain RS-1 under in vitro, in vivo and co-culture conditions. The
plot shows two well segregated groups that correspond to Claudin and Luminal subtypes.
In the heatmap, green represents low levels of expression while red represents high

levels.

Figure S2.

In silico prediction of genomic islands in strains RS-1 of Acidovorax avenae subsp.
avenae by using IslandViewer software web server. Blue areas represent 7 putative
genomic islands that contain 89 genes, while strain ATCC19860 was used as the guide

reference.

Figure S3.
The correlation between RNA-Seq expression data (log,) and qRT-PCR data (logy). (a) in

vivo (P < 0.001, r*= 0.78); (b) co-culture (P < 0.001, r*= 0.69).

Table S1.
List of specifically expressed genes under in vivo rice plant condition of Acidovorax

avenae subsp. avenae strain RS-1 transcriptome.



Table S2.
Genome and transcriptome analyses of secretion systems in Acidovorax avenae subsp.

avenae strain RS-1 by using strain ATCC19860 as the guide reference.

Table S3.
List of in silico predicted genomics islands and their individual genes based on genome
and transcriptome data of Acidovorax avenae subsp. avenae strain ATCC19860 and

RS-1.

Table S4.
List of genome-wide predicted ncRNAs verified by both RFAM database and RNA-Seq

data of Acidovorax avenae subsp. avenae strain RS-1.

Table S5.
gRT-PCR analysis of T6SS genes expression in Acidovorax avenae subsp. avenae strain

RS-1 under in vivo and co-culture conditions relative to the in vitro condition.

Table S6.
Primers of Type VI secretion system genes used for quantitative real-time PCR in

Acidovorax avenae subsp. avenae strain RS-1.
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