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Supplementary fig. S1. Priming sites of 138 universal primer pairs in a plastid genome.
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Supplementary fig. S2. PCR gel profiles of five plant species unsequenced. Cp: Chimonanthus praecox, Ac: Acorus calamus,

Ps: Prunus serrulata, Kg: Keiskea glandulosa, and Eu: Eucommia ulmoides. ¥ indicates gene loss. 1 indicates a single-copy

inverted repeat boundary region.




w Araliaceae Panax
100

Apiaceae Daucus
100 Escalloniaceae Polyosma
100 ﬂ' Oleaceae Jasminum §
Solanaceae Nicotiana 2
100 -
- z

Hydrangeaceae Philadelphus

100 | Chenopodiaceae Spinacia

Polygonaceae Fagopyrum

100 | Rosaceae Prunus
98 Moraceae Morus
] 100 Parnassiaceae Parnassia
100 | Euphorbiaceae Manihot
100 Salicaceae Populus 5
Rutaceae Citrus E_
100 100 . 7
— 100 Sterculiaceae Theobroma
34 —|_— Malvaceae Gossypium
97| Brassicaceae Arabidopsis
Myrtaceae Eucalyptus
100 Hamamelidaceae Exbucklandia

Hamamelidaceae Rhodoleia
Hamamelidaceae Disanthus
Hamamelidaceae Hamamelis

Hamamelidaceae Mytilaria

Cercidiphyllaceae Cercidiphyllum
Altingiaceae Liquidambar

. . ___________ |
so[eseajrxes

2 Daphniphyllaceae Daphniphyllum
100 Paconiaceae Paeonia
100 Aphanopetalaceae Aphanopetalum
32 Tetracarpaeaceae Tetracarpaea
100 9(;|_,_ Penthoraceae Penthorum
70 Haloragaceae Myriophyllum
100 Crassulaceac Kalanchoe
3 L Crassulaceae Sedum
100 || 100 Pterostemonaceae Pterostemon
[ 97 Iteaceae Itea
100 100 Grossulariaceae Ribes
4|_— Grossulariaceae Ribes
99 85 Saxifragaceae Saxifraga
| Peridiscaceae Peridiscus
Gunneraceae Gunnera g
58 ‘l Buxaceae Buxus g
51 Trochodendraceae Trochodendron o)
Nelumbonaceae Nelumbo g_
Platanaceae Platanus §
73

Ranunculaceae Ranunculus

101

Supplementary fig. S3. Phylogram of the bootstrap consensus ML tree based on the amino acid sequences of 18 chloroplast regions with 1,804

parsimony- informative sites from a total length of 9,562 amino acids. Numbers associated with branches are bootstrap supports.
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