[bookmark: _GoBack]Supplementary Figure 3. The evolutionary history was inferred by using the Maximum Likelihood method based on the Tamura-Nei model. The tree with the highest log likelihood (-23319.50) is shown. The percentage of trees in which the associated taxa clustered together is shown next to the branches. Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances estimated using the Maximum Composite Likelihood (MCL) approach, and then selecting the topology with superior log likelihood value. A discrete Gamma distribution was used to model evolutionary rate differences among sites (5 categories (+G, parameter = 10.5572)). The analysis involved 35 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. There were a total of 1757 positions in the final dataset.
[image: ]


image1.tiff
40

]

£

El

1

=

s

14

"

E3

5

EY

£

5

28

n

3

3

2

&

10

2

£l

E3

Arabidopsisthaliana Atlg16963
Arabidopsisthaliana A5y35660
Arabidopsisthaliana ABy23450
Arabidopsisthaliana Atl g43625
Arabidopsisthaliana ABg20470
Arabidopsisthaliana A5y36920
Arabidopsisthaliana A1 7626
Arabidopsisthaliana ABgEE760
Arabidopsisthaliana Atl g53260
Arabidopsisthaliana ABg46616
Arabidopsisthaliana Atlg1 2050
Arabidopsisthaliana ABgOSE70
Arabidopsisthaliana Ag25225
Arabidopsisthaliana Ay22930
Arabidopsisthaliana Atl g55060
Arabidopsisthaliana A1 7510
Arabidopsisthaliana A1 6060
Arabidopsisthaliana Atl y52855
Arabidopsisthaliana Atl g5 1915
Arabidop sisthaliana A5y26640
Arabidop sisthaliana Ag45350
Arabidop sisthaliana ADy20562
Arabidopsisthaliana A7 160
Arabidopsisthaliana Agd 1420
Arabidopsisthaliana ABg49645
Arabidopsisthaliana A5g67600
Aabidop sisthaliana ABgd3563
Arabidop sisthaliana Ag04870
Arabidop sisthaliana Ag30590
Arabidopsisthaliana Atl j26630
Arabidopsisthaliana A5y59170
Arabidopsisthaliana Atl 12810
Arabidopsisthaliana Atl 52333
Arabidopsisthaliana Atlg1 1430
Arabidopsisthaliana Ag05520




