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Figure S1 Venn diagram analysis for gene composition from chloroplast genomes of
Sect. Marmorata via different assembly methods and reference genomes.
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Figure S2 Six kinds of SSR motifs in fifteen Paris chloroplast genomes. P. polyphylla
var. yunnanensis0 was sequenced by Song et al (2015). P. marmorata0, P.
luguanensis0, P. polyphylla var. yunnanensis were sequenced by Huang et al (2016).
P. marmorata and P. luguanensis were sequenced in this study.



(A) yer-ndhFIP. luquanensis0
yeft-ndhF|P. luquanensis

yof1-ndhF|P. marmoratad

yef1-ndhF|P. marmorata

69197

[ yeli-ndhFIP. polyphylla var. yunnanensis
801100 L—— ycfi-ndhF|P. polyphylla var. £

(B)

yefi-ndnF|P. mairei

yef1-ndhF|P. fargesii

yef1-ndhF|P. vietnamensis

yef-ndhF|P. cronquistii
yef1-ndhF|P. polyphylla var. chinensis

yefi-ndhF|P. dunniana
ye1-ndhF|P. verticillata

(C) 76181 1pl32-tmL-UAG)P. luguanensis0
100100 rpl32-tmL-UAG|P. luquanensis
rpI32-4mL-UAGIP, marmorata0
6798
100/97! rpl32-tnL-UAG|P. marmorata
71198 rpl32-tmL-UAG|P. yunnanensis

—
741100l pI32-tmL-UAG|P. polyphyila
rpI32-tmL-UAG|P. mairei
rpl32-tmL-UAGIP. fargesii

1001100
rpl32-tmL-UAG|P. vietnamensis
100i- rpI32-tL-UAG|P. cronquistii
o] Bl32tmL-UAG|P. chinensis
10098 pl32tmL-UAGIP. dunniana

rpl32-tmL-UAG|P. verticillata

rpI33-rps18|P. luquanensisO

(E)
rpl33-rps18|P. luquanensis

rpl33-rps18|P. marmoratal
5289

pl33-rps18|P. marmorata

pI33-1ps18|P. polyphylla var. yunnanensis

rpl33-ps18|P. polyphylla var.

psbE-petL|P. luquanensis0

psbE-petL|P. luquanensis

psbE-petL|P. marmaratad

psbE-petl|P. marmorata

psbE-petL|P. polyphylla var.yunnanensis
psbE-petL|P. polyphylla var. yunnanensis0

psbE-petL|P. mairei
a7 psbE-petL|P. viemamensis
PSbE-petL|P. fargesii
psbE-petL|P. crenquistii
psbE-petL|P. polyphyiia var. chinensis
89/54 psbE-petl|P. dunniana

©)

5498

psbE-petL|P. verticilata

ndhF-rpl32|P. luguanensis0

ndhF-rpl32|P. luguanensis

ndhF-pl32|P. marmoratad

ndhF-rpl32|P. marmorata

ndhF-rpl32|P. polyphylla var. yunnanensis

ndhF-rpl32|P. polyphylla var. yunnanensiso

ndhF-rpl32|P. mairei

ndhF-rpI32|P. fargesii

ndhF-rpl32|P. vietnamensis
ndhF-rpl32|P. cronquistii
ndhF-rpl32|P. polyphylla var. chinensis
ndhF-rpl32|P. dunniana

(F)

67092

rpl33-rps18|P. mairei

pi33-rps18|P. vietnamensis

8- rpI33-rps18|P. fargesii

1pl33-rps18|P. cronquistii
1pI33-rps18|P. dunniana

1pI33-ps18|P. chinensis

rpl33-rps18|P. verticillata

ndhF-rpla2|P. verticiliata

PetG-tmW-CCAP.
petG-tmW-CCA|P. luguanensis
PetG-mW-CCA|P. marmorata0
PetG-mW-CCAP.

petG-ArmW-CCA|P. polyphylia var. yunnanensis
PetG-mW-CCA|P, polyphylia var. yunnanensiso

[3 CA|P. mairei

p CAIP.

petG-AmW-CCA|P. fargesii
petG-AmW-CCA|P. cronquistii
petG-ArnW-CCA|P. polyphylla var. chinensis
petGAmW-CCAIP. dunniana

PetG-AmW-CCA|P. verticiliata

Figure S3. Phylogenetic trees of genes spacer regions harbored repeat sequence,
using NJ (bootstrap values on the left of slashes) and ML (bootstrap values on the

right of slashes) algorithms.
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Figure S4. The K,/K ratios of 71 protein-coding genes from chloroplast genome of
Sect. Marmorata. Red bars and blue bars denote P. marmorata (PMa) and P.

luguanensis (PLa) sequenced previously; green bars and yellow bars denote P.

marmorata (PMb) and P. luquanensis (PLb) sequenced in this study.
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Figure S5 Comparison of K, Ks, and Ky /K; ratios of Sect. Marmorata chloroplast
genes. (A-C) denote K,, Ks, and Ki/Ks, respectively. Red highlight boxplots indicate
photosynthesis genes, green ones indicate genes involved in self-replication, and blue
ones indicate other genes. SR: small subunit of ribosome, LR: large subunit of
ribosome, DR: DNA-dependent RNA, TF: translational initiation factor, ND: NAPH
dehydrogenase, PI: photosystem I, PIl: photosystem I, CC: cytochrome b/f complex,
AS: ATP synthase gene, LS: large subunit of rubisco, SA: subunit of acetyl-CoA, CS:
cytochrome synthesis, CT: c-type cytochrome synthesis, PR: protease, MA: maturase,
CO: conserved ORF.



