
Pkinase

APH

Response_reg

CCT

Myb_DNAv

WD(f

IFv

Pkinase_Tyr

Lineage canonical Asp
7

7

7

7
7

7
7 7

7

7
7 7

7

7
7

77
7

7
7

7
7 7

7
7

7
7

7 7
7 7

7

7
7

7
7

7

77

7

7 7

7

7

7
77 7

7

7

7

7
77

7

7

7

7
7

7
7

7

7

7

7

7
7

7 7

7
7

7 7

7

7
7 7 7

7
7

7
7

7

7

7
7

7
7

7

7 7 7

7
7

7

7
7 7

7 7

7
7
7

7
7

7

Gymnosperm
Angiosperm

Cyanobacteria
Chlorophyte
Charophyte

others
Bacteria

Lycophyte1
Bryophyte

Posteriors

7

wf>7f
7f>9f
9f>dff

Bootstrap value

)f vdff
v

Bayesian tree

Supplemental Figure S4. Phylogenetic relationship of typevA1 typevB and pseudo 
response regulatorsu The phylogenetic tree for the sub clades of the RRA1 RRB and 
PRRs generated using a Maximum likelihood algorithm 5shown in Figu )> is comv
pared to a tree calculated using Bayesian interferenceu The results for Maximum Likeliv
hood approach is represented by straight lines1 the Bayesian interference tree is 
represented by dashed linesu Bootstrap and posterior values are givenu 


