Additional file 4.

The 32 differentially expressed genes identified by RNA-seq.
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ASXYv1l 3260077
Id=98.00 % A. radiobacter DSM 30147

between positions 4814075 and 4815474
Id=97.00 % A. radiobacter DSM 30147

ASXYv1l 3260045
Id=98.27 %, A. radiobacter DSM 30147

AGT5Av1_80281

Id=98.09 % A. tumefaciens 5A

between positions 4845296 and 4845484
Id=98.41 % A. radiobacter DSM 30147

AGT5Av1_80302 (traA)
Id=97.99 % A. tumefaciens 5A

ASXYvl 3260113,
Id=99.71 % A. radiobacter DSM 30147

ATU1Lv1_20006

Id= 100 % Agrobacterium G1 foundi
ASXYv1l_3260081,

Id=98.47 % A. radiobacter DSM 30147

ASXYv1l 3260078
Id=97.61 % A. radiobacter DSM 30147

AGRT5Av1_30210
Id=98.46 % A. tumefaciens 5A

between positions 86915 and 87076
Id=97.53 % Agrobacterium G1 foundi

a Fold change values have been rounded to the closest whole value and only fold change >3

have been retained in this work

b The identification of the closest ortholog was done by a blastN analysis. The associated

information (gene accession, name, and origin) were extracted from MicroScope plateform

dedicated for Agrobacterium at

(https://www.genoscope.cns.fr/agc/microscope/home/index.php)

c The differential expression of these genes has been verified by RT-qPCR using the At

plasmid blcR gene transcript as a reference


https://www.genoscope.cns.fr/agc/microscope/home/index.php

