Table S1: The partition schemes and best-fitting models selected of 13 mitochondrial PCGs and AAs.

A. Nucleotide sequence alignements

Subset Best model Subset partitions
Partition1 GTR+I+G cox2 codonl, cox3 codonl, cytb codonl, atp6 codonl
Partition2 TVM+I+G cox2 codon2, cytb codon2, atp6 codon2, cox1 codon2, cox3 codon2
Partition3 TRN+I+G nad3 codon3, atp6 codon3, atp8 codon3, nad6 codon3
Partition4 GTR+I+G atp8 codonl, nad2 codonl, nad6é codonl, nad3 codonl
Partition5 TVM+I+G nad3 codon2, nad2 codon2, nad6 codon2, atp8 codon2
Partition6 SYM+G coxl codonl
Partition7 TVM+G cytb _codon3, cox3 codon3, cox2 codon3, coxl codon3
Partition8 GTR+I+G nad4L codonl, nad4 codonl, nad5 codonl, nadl codonl
Partition9 GTR+I+G nad4L codon2, nadl codon2, nad4 codon2, nad5 codon2
Partition10 GTR+I+G nad4 codon3, nadl codon3, nad5 codon3, nad4L codon3
Partitionl11 HKY+G nad2 codon3

B. Amino Acid sequence alignements

Subset Best model Subset partitions
Partitionl MTART+I+G cox3, atp6, cytb
Partition2 MTREV+I+G+F atp8, nad3, nad2, nad6
Partition3 MTARTHI+G coxl1
Partition4 MTMAM+I+G cox2
Partition5 MTARTHI+G nad5, nadl
Partition6 MTARTHI+G nad4, nad4L




