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Supplementary Table S4. Partitions and substitution models used in maximum likelihood partition
analysis.

To find the best-fitting partitioning scheme, PartitionFinder 2 (Lanfear et al. 2016) was used. The
appropriate model of evolution for each partition was determined automatically with ModelFinder
(Kalyaanamoorthy et al. 2017).

Partition Substitution model
ITS1 GTRHI+G
trnL exon 2, trnF, 5.8 S TRNA TRNEF+I+G
ITS2 GTR+G
trnL intron, marK 1%, 2" codon pos. GTR+G
matK 3™ codon pos. TVM+G
psbA 1% codon pos. TIM+G
psbA 2™ codon pos. F81+G
psbA 3" codon pos. K81UF+G
psbA-trnH intergenic spacer TVM+G
trnH TRNEF+I
trnL exon 1 K80+I
trnL-trnF intergenic spacer HKY+G
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