
 
 
Supplementary Appendix 3.  Phylogenetic tree based on complete sequences of mtDNA 
ND2 gene.  Numbers next to the branches show the posterior probability.  The tree was 
reconstructed in BEAST v1.7.4 (Drummond et al., 2012) using GTR+G+I model of 
substitutions, Yule process speciation and strict molecular clock priors.  A single number 
next to the branch shows its posterior probability, whereas a series of three numbers 
connected by dashes next to the nodes represent, left to right, the minimum 95% HPD 
interval, mean, and its maximum 95% HPD interval for the node age in million years. 

GAV3216  Quelea quelea
GAV3349  Plocepasser mahali

C063701  Passer domesticus
SVD4405  Anthus gustavi
SGA0811  Motacilla alba
IVF0746  M. cinerea

SVD4468  M. flava
BKS1748  M. citreola

Prunella himalayanaSVD2275
DAB0264

P. collaris erythropygiaRYA2451
N6
SVD2079
MSUZM72000
IVF1091
EAK64

P. c. montana

15218
15219 P. immaculata
MAR1794
MAR3636 P. rubiculoides
BKS7036
MR0354
B1331
CBH0877
GVA021
KDV05
SVD4706

P. modularis

R118889
R118888

SGA1419
GAV0210
SGA1414

P. a. atrogularis

P. atrogularis huttoni

10600
10598 P. fagani
IVF1093
IVF1094
IVF1095
IVF1092
IVF1101
IVF1096

P. ocularis

RYA1708 P. rubida
SVD0267
CSW4550 P. montanella

15220
25162 P. strophiata
DAB2267
DAB0245 P. fulvescens
20366
20491
20375
20376
20463
20401
SGA0666

P. kozlowi

1
0.53-0.78-1.05

0.4-0.62-0.85
0.25-0.43-0.62

4.54-6.39-8.48
6.88-9.52-12.34

7.54-10.82-14.44

9.99-
13.38-
17.11

9.24-
12.36-
15.85 1.88-2.65-3.46

0.69-1.04-1.43

5.22-6.87-8.78

3.47-4.57-5.81

3.08-4.07-5.14

1.8-2.36-2.96 1.41-
1.9-
2.42

0.66-
0.97-
1.31

1.7-2.2-2.74 1.05-
1.48-
1.98

1.58-2.06-2.61

0.08-
0.18-
0.29

0.56-0.83-1.13

0.1-0.22-0.34

1
1

0.97

1

1

1

1
1

1

1

1

1
1

1
1

1

1

1

11

1

1

1

1
1

1

1

1.0 Ma

0.99


