
 
Fig. S2.  Bayesian tree, TSPY.  Phylogram and clade credibility scores were obtained 
using MRBAYES 3.11.  The topology is identical to the ML tree.  The scale at the 
bottom is in units of nucleotide substitutions per site.	  

0.0050

E. patas

C. mona

C. lomamiensis

T. cristatus

C. lomamiensis

C. mitis

Allo. solatus

M. ta lapoin

Allo. preussi

C. wolfi

C.  hamlyni

C.  nict i tans

C.  hamlyni

C.  hamlyni

C. erythrogaster

Allo. lhoesti

C. cephus

C. lomamiensis

Ch.  aethiops

T.  gelada

C.  petaurista

P.  hamadryas

C. pogonias

C. ascanius

Alle. nigroviridis

M. mulatta

C. lomamiensis

C.  albogular is

0.98

0.93

0.63

0.97

1.00

0.99

0.79

1.00

1.00

1.00

1.00

1.00
1.00

1.00

1.00

1.00

1.00
1.00


