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Reference

efpR efpH hrpB prhP solI solR rasI rasR rsl2 lecM narJ narK1 nasF nosZ

B Cab36b1 4.1 RSp0955 IS, -1082flhB Dup 21 nt, 1129 1494
Down         

(-2.47)

Up 

(4.44)

Down         

(-2.36)

Down           

(-2.06)

Up 

(2.23)

Down           

(-6.37)

Up 

(2.13)

Up 

(2.24)

Up 

(3.22)

Up 

(3.58)
Guidot et al. 2014; this study

B Cab36b2 4.9 RSc2508 IS, 760RSp0955 IS, -1082flhB Dup 21 nt, 1129 2038
Up 

(4.26)

Down            

(-2.12)

Down          

(-2.87)

Down           

(-3.75)

Up 

(2.67)

Down           

(-8.91)

Up 

(2.79)

Up 

(2.14)

Up 

(2.84)

Up 

(2.45)
Guidot et al. 2014; this study

C Cab36c2 8.8 spoT A219P RSc2428 C-21ARSc2573-2622 Del 44.4kb 1740
Up 

(4.34)

Up 

(2.32)

Up 

(2.84)

Up 

(2.57)

Up 

(2.92)

Up 

(3.30)
Guidot et al. 2014; this study

D Cab36d1 3.5 phcS Y106C flgB Del 12 nt,483RSc2573-2622 Del 44.4kb 2309
Up 

(4.94)

Down            

(-2.38)

Down            

(-2,64)

Down             

(-8.35)

Down            

(-4.43)

Up 

(2.33)

Up 

(2.82)

Up 

(3.64)

Up 

(4.41)
Guidot et al. 2014; this study

E Cab36e3 9.4 RSc2573-2622 Del 44.4kb 1515
Up 

(4.31)

Down            

(-2.34)

Down            

(-3.59)

Up 

(2.69)

Down           

(-9.43)

Up 

(2.59)

Up 

(2.73)

Up 

(2.83)

Up 

(3.20)
Guidot et al. 2014; this study

A Haw35a1 8.6 soxA1 C639R 1227
Down          

(-3,65)

Down           

(-1.28)

Down            

(-2.49)

Up 

(1.87)

Down           

(-4.46)

Down           

(-3.42)

Up 

(1.52)
Gopalan-Nair et al. 2020

A Haw35a4 7.2 187
Up 

(1.38)

Up 

(1.08)
Gopalan-Nair et al. 2020

B Haw35b1 6.5 RSp1574 V95L 478
Up 

(2.17)

Down            

(-2.44)

Down           

(-1.58)

Up 

(1.56)

Up 

(1.60)
Gopalan-Nair et al. 2020

B Haw35b4 12.9 RSp1574 V95L prhP IS, -6 503
Down           

(-1.38)

Down           

(-6.36)

Up 

(2.26)

Down           

(-1.80)

Up 

(1.59)
Gopalan-Nair et al. 2020

C Haw35c1 4.2 902
Down           

(-1,91)

Down         

(-1.68)

Down               

(-1.62)

Down            

(-1.12)

Up 

(2.21)

Down            

(-4.86)

Down              

(-1.01)

Up 

(1.52)

Up 

(1.16)
Gopalan-Nair et al. 2020

C Haw35c2 4.0 272
Down           

(-1.56)

Up 

(2.13)

Up 

(1.41)
Gopalan-Nair et al. 2020

D Haw35d3 5.4 125
Up 

(1.57)

Up 

(1.30)
Gopalan-Nair et al. 2020

D Haw35d5 4.1 269
Up 

(1.40)

Down             

(-0.98)

Up 

(1.38)
Gopalan-Nair et al. 2020

E Haw35e1 3.8 RSp1136 C-218A 245
Up 

(1.28)

Up 

(1.00)
Gopalan-Nair et al. 2020

E Haw35e3 5.4 RSp1136 C-218ARSc3094 R162R 212
Up 

(1.53)

Up 

(1.17)
Gopalan-Nair et al. 2020

Note - The name of the evolved clone indicates the plant species, the number of serial passages, the lineage and the number of the clone. The CI (Competitive Index) value is indicated for each evolved clone and was measured in planta  in competition with the 

ancestral GMI1000 clone in our previous works (Guidot et al. 2014; Gopalan-Nair et al. 2020). In the Mutation column, the gene ID or gene name and the modification type is indicated. For SNPs inside the coding sequence, the protein modification is indicated 

with the original amino acid followed by the position of the SNP and by the new amino acid. For SNPs upstream the start codon of a gene, the original nucleotide is indicated followed by the position of the SNP from the start codon and by the new nucleotide.  

For small insertion (In), deletion (Del) and duplication (Dup), the size of the modification is indicated followed by the position of the modification. For IS insertion (IS), the position of the insertion is indicated upstream the start codon or in the coding sequence 

of the gene. For the varying expression of known virulence determinants, the log fold change (logFC) value is given in brackets. Genes targeted by both mutation and transcriptomic deregulation are highlighted in yellow. aGenomes of these clones were 

established with Illumina-seq technology in Guidot et al., 2014; DEGs, Differentially expressed genes; *Single nucleotide deletion; ns, not significantly different from the ancestral clone; nt, nuclotides.

Experimental 

host
Lineage

Evolved 

clone
Mean CI Mutations

no. of DEGs             

(I logFC I > 1;          

p-value FDR 

<0.05)

Varying expression of known virulence determinants

Cabbage var. 

Bartolo 

(tolerant host) 

Tomato var. 

Hawaii 

(resistant 

host)

Table 1 (continued) List of evolved clones with their genomic polymorphisms and transcriptomic variations of known virulence determinants
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