
 P. macrorhiza B
 P. coronopus C
 P. crassifolia
 P. lanceolata
 Aragoa
 Digitalis
 Globularia
 Mimulus
 Streptocarpus
 Jovellana
 P. coronopus D
 P. macrorhiza B
 P. coronopus C
 C. europaea
 Convolvulus
 Dinetus
 Nicotiana

 P. coronopus D
 P. macrorhiza B
 P. coronopus C
 P. macrorhiza B
 P. coronopus C
 P. crassifolia
 P. lanceolata
 Aragoa
 Digitalis
 Globularia
 Mimulus
 Streptocarpus
 Jovellana
 Convolvulus
 Dinetus
 C. europaea
 Nicotiana

A B

-lnL =   4664.6 -lnL =   4940.7atp1

-lnL =   2189.3 -lnL =   2323.3atp6

-lnL =   7741.4 -lnL =   8071.1matR

Additional File 5 – Shimodaira-Hasegawa Test. 

The SH Test was run using baseml from PAML version 4.1 on a reduced set of taxa common to 
all genes.  The GTR nucleotide model was used with a gamma distribution of rate variation 
among sites.  Edit sites and codons affected by gene conversion were eliminated from the data 
sets as described in the main text.  The test compared (A) the maximum likelihood topology and 
(B) the alternative topology in which the pseudogenes arose by duplication.  The horizontal 
pseudo-copies are shown in red.  Log likelihood scores are given below each topology for each 
gene. 


