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ONLINE SUPPLEMENTARY MATERIAL: 

 

Including Supplementary Tables S1-S5 

Including Supplementary Figures S1-S4 
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Supplementary tables 

 

Table S1. Absolute age estimations derived from a strict clock and a Birth-Death tree model 

applied to a dataset of 264 terminals and 78-coding-sequence plastid gene concatenated 

alignment. The table is composed of 16 columns and 529 rows and is freely available at 

https://doi.org/10.6084/m9.figshare.14068892. 

 

Table S2. Absolute age estimations derived from a relaxed clock and a Birth-Death tree 

model applied to a dataset of 264 terminals and 78-coding-sequence plastid gene 

concatenated alignment. The table is composed of 16 columns and 529 rows and is freely 

available at https://doi.org/10.6084/m9.figshare.14068892. 

 

Table S3. Per-site maximum and minimum phylogenetic informativeness (PI) values per 

locus, estimated from a dataset of 264 terminals and 78-coding-sequence plastid gene 

alignments. The table is composed of 80 columns and five rows and is freely available at 

https://doi.org/10.6084/m9.figshare.14068892. 

 

Table S4. Net maximum and minimum phylogenetic informativeness (PI) values per locus, 

estimated from a dataset of 264 terminals and 78-coding-sequence plastid gene alignments. 

The table is composed of 80 columns and five rows and is freely available at 

https://doi.org/10.6084/m9.figshare.14068892. 

 

Table S5. Species names and voucher information for material sampled in this study. Newly 

sequenced taxa are highlighted in light blue. The table is composed of 266 columns and seven 

rows and is freely available at https://doi.org/10.6084/m9.figshare.14068892. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary figures 

 

Figure S1. Detailed maximum likelihood tree of the orchid family inferred from 78 plastid 

genes. LBP <100 are shown at nodes, with LBP <85 highlighted in red together with their 

corresponding subtending branches.  

 

Figure S2. Chronogram of the orchid family as inferred from a strict molecular clock and a 

birth-death model. LBP at nodes <85 are highlighted in red together with their corresponding 

subtending branches. Blue bars at nodes denote 95% high density probability (HDP) absolute 

age intervals. 

 

Figure S3. Chronogram of the orchid family as inferred from a relaxed molecular clock and a 

birth-death model. LBP at nodes <85 are highlighted in red together with their corresponding 

subtending branches. Blue bars at nodes denote 95% high density probability (HDP) absolute 

age intervals. 

 

Figure S4. Phylogenetic informativeness (PI) of 78 plastid gene alignments used in this study 

to infer orchid relationships. A) Chronogram of Orchidaceae as inferred by PATH8 from the 

ML tree derived from RAxML; B) Per-site PI; C) Net PI. 

 










