
0.0050

   P. y. yoelii AR

   P. v. subsp. EE

   P. y. yoelii 17X A

   P. berghei SP11

   P. c. adami DK1

   P. y. yoelii CP

   P. berghei K173N

   P. v. petteri BS2

   P. berghei NK65

   P. c. chabaudi AD

   P. berghei K173

   P. c. chabaudi AQ

   P. c. chabaudi v52

   P. berghei KSP11

   P. y. yoelii 32X

   P. c. chabaudi AT

   P. v. brucechwatti 1/69BETA

   P. v. subsp. 10EL2

   P. berghei ANKA 5

   P. c. chabaudi AJ

   P. y. yoelii CU

   P. berghei ANKA

   P. v. lentum 194ZZ

   P. c. chabaudi ASSENS

   P. c. chabaudi BS

   P. y. yoelii 146X

   P. v. subsp. EK

   P. v. petteri BZ

   P. c. chabaudi ER

   P. y. killicki 193L

   P. c. chabaudi AL

   P. c. chabaudi CE

   P. c. chabaudi BK

   P. v. subsp. 8EL15

   P. y. yoelii 33X

   P. berghei LUKA

   P. c. subsp. 6EF4

   P. c. adami DK23

   P. v. vinckei Cy0

   P. v. petteri BS19

   P. c. chabaudi CQ

   P. c. chabaudi CB

   P. y. subsp. EL

   P. c. chabaudi CW

   P. y. nigeriensis N67

   P. y. yoelii 17X MH

   P. v. lentum 170L

   P. y. subsp. EH

   P. v. lentum 483L

   P. c. subsp. 7EF1

   P. y. yoelii 86X

   P. v. vinckei CyPl

   P. y. killicki 194ZZ

   P. y. subsp. EM

   P. v. subsp. EH

   P. y. yoelii 55X
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Additional File 12. Gene tree inferred by BEAST for dhfr. Node labels are posterior 
probabilities.  We chose to present the dhfr gene tree, as this is one of the locus for 
which we obtained sequence data for more isolates (56, as for rnabind) and for which 
node support was stronger. This is an example of the gene trees we obtained and we 
note that the branch lengths and their order may not be the same as for the multi-locus 
analysis or other gene trees. Therefore, the gene tree does not necessarily reflect 
relatedness between genotypes within each subspecies. !
 


