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Plastid phylogenomics reveals evolutionary relationships in the 
mycoheterotrophic orchid genus Dipodium and provides insights into 

plastid gene degeneration 
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HTCG1679

Dipodium atropurpureum 
chloroplast genome

149,390 bp
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HTCG1372

Dipodium ammolithum 
chloroplast genome

147,842 bp
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Dipodium campanulatum 
chloroplast genome

149,050 bp
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HTCG0760

Dipodium atropurpureum 
chloroplast genome

150,481 bp
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HTCG1693

Dipodium basalticum 
chloroplast genome

148,478 bp

HTCG1680

Dipodium campanulatum 
chloroplast genome

146,390 bp

ribosomal RNAs
clpP, matK
other genes
hypothetical chloroplast 
reading frames (ycf)

photosystem I 
photosystem II 
cytochrome b/f complex 
ATP synthese
NADH dehydrogenase 

RubisCO large subunit 
RNA polymerase 
ribosomal proteins (SSU) 
ribosomal proteins (LSU) 
transfer RNAs

Intron
moderate pseudogenised
severe pseudogenised
ycf1 fragment

Figure S7.1: Circular plastome maps of a. D. ammolithum (HTCG1372), b., c. D. atropurpureum (HTCG0760, HTCG1679), d. D. 
basalticum (HTCG1683) and e., f. D. campanulatum (HTCG1680, HTCG1681). Genes outside the circle are transcribed in a 
clockwise direction, those inside the circle are transcribed in a counterclockwise direction. The dark grey inner circle corresponds 
to the G/C content, and the lighter grey to the A/C content. SSC: Small Single Copy; LSC: Large Single Copy: IRA/B: Inverted 
Repeat A/B.
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Figure S7.2: Circular plastome maps of a. D. elegantulum (HTCG1682), b. D. ensifolium (HTCG1343), c. D. 
hamiltonianum (HTCG1683), d. D. interaneum (HTCG0181), e. D. pandanum (CNS_G01262) and f. D. pardalinum (HTCG1684). 
Genes outside the circle are transcribed in a clockwise direction, those inside the circle are transcribed in a 
counterclockwise direction. The dark grey inner circle corresponds to the G/C content, and the lighter grey to the A/C 
content. SSC: Small Single Copy; LSC: Large Single Copy: IRA/B: Inverted Repeat A/B.  
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Dipodium aff. roseum 

chloroplast genome 
151,791 bp

Figure S7.3: Circular plastome maps of a. D. pardalinum (HTCG1685), b. D. pulchellum (HTCG1686), c. D. 
punctatum (HTCG0827), d., e. D. roseum (HTCG1687, HTCG1688) and f. D. aff. roseum (HTCG0828). Genes outside 
the circle are transcribed in a clockwise direction, those inside the circle are transcribed in a counterclockwise direction. The 
dark grey inner circle corresponds to the G/C content, and the lighter grey to the A/C content. SSC: Small Single Copy; LSC: 
Large Single Copy: IRA/B: Inverted Repeat A/B. 
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Figure S7.4: Circular plastome maps of a.-c. D. aff. roseum (HTCG0830, HTCG0831, HTCG0832), d., e. D. 
stenocheilum (HTCG1689, HTCG1690) and f. D. variegatum (HTCG1692) .Genes outside the circle are transcribed in a 
clockwise direction, those inside the circle are transcribed in a counterclockwise direction. The dark grey inner circle 
corresponds to the G/C content, and the lighter grey to the A/C content. SSC: Small Single Copy; LSC: Large Single Copy: IRA/
B: Inverted Repeat A/B.   
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Figure S7.5: (A-F) Linear plastome maps of Dipodium. Genes drawn below the black line are transcribed

clockwise, genes drawn above the black line are transcribed counterclockwise. Different functional groups of

genes are colour-coded according to the legend. Phi (ψ) represents putative moderately or severely

pseudogenised genes. Asterisks (*) represents intron containing genes. Grey shaded boxes highlighting IR

regions.
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