Additional file 2

Best-fitting models of sequence evolution used on BI analyses. Numbers between brackets are

codon positions.

Subset

Best Model

Number of sites

Mitogenome Partitions

GTR+I+G

4578

CDS-ATPS (2), tRNA-Glu, CDS-CYTB (1), CDS-
NADHI1 (1), rRNA-12S, tRNA-Ala, CDS-NADH3
(1), CDS-NADHS (1), CDS-NADHS6 (2), tRNA-
Cys, tRNA-Asp, tRNA-Trp, CDS-NADH®6 (1),
tRNA-Ser-AGY, tRNA-Arg, tRNA-Leu-UUR,
tRNA-Asn, tRNA-Pro, CDS-NADH4 (3), CDS-
NADH?2 (1), tRNA-Ser-UCN, tRNA-Phe, CDS-
ATPS8 (1), tRNA Lys

SYM+I+G

1218

CDS-COII (1), CDS-COI (1), tRNA-Tyr, CDS-
COIII (1), tRNA-Val, tRNA-Gly

GTR+I+G

1779

tRNA-lIle, tRNA-Thr, rRNA-16S, tRNA-His

GTR+I+G

4095

CDS-COII (2), CDS-COI (2), CDS-NADHI (2),
CDS-NADHS5 (2), CDS-NADH4 (1), CDS-ATP6
(3), CDS-NADHA4L (1), CDS-ATP6 (1), CDS-
CYTB (2), CDS-COIII (2), tRNA-Leu-CUN, CDS-
NADH2 (2), tRNA-GlIn, rep-origin, tRNA-Met,
CDS-NADHA4L (2), CDS-NADH3 (2)

GTR+I+G

3708

CDS-COIII (3), CDS-COI (3), CDS-NADH4 (2),
CDS-CYTB (3), CDS-NADH6 (3), CDS-NADH2
(3), CDS-NADHA4L (3), CDS-NADH3 (3), CDS-
NADHS5 (3), CDS-NADH] (3), CDS-COII (3),
CDS-ATP6 (2)

GTR+I+G

1133

D-loop, CDS-ATPS (3)




