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Supplementary Fig. 1 The morphological characteristics of Hypericum forrestii
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Supplementary Fig. 2 Structures of cis- and trans-splicing genes in the Hypericum forrestii chloroplast genome
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Supplementary table 1 Summary of the complete chloroplast genomes of nine Hypericum species

KRGk BRAEE Lk B BARAE NE2atk B a2tk B Wi 22 Bk TEF
Species H.Acmos H.adding H.ascyr H.beani H.forres H.monog H.perfor H.petiola H.sampso
epalum tonii on i tii ynum atum tum nii
HEMAKD Genome size (bp) 152654 122570 162286 137652 135991 138972 139725 136 105 168 150
K ilx LSC (bp) 126 934 98 190 97542 99212 90710 93123 95109 93 709 101 233
Mg ilx SSC (bp) 3044 9574 11052 10988 10 425 11079 11084 11088 11141
fEnELKX IR (bp) 11338 7 403 26846 13726 17 428 17 385 16 766 15 654 27 888
ik Ge & Overall GC content
38 38 37 38 38 38 37 37 38
(%)
KHFE X GC %8 GC content in
39 36 36 37 36 36 36 36 37
LSC (%)
MFEIX GC %8 GC content in
34 39 32 32 33 32 31 31 32
SSC (%)
fEfrEE X GC & & GC content in
32 53 40 46 43 43 44 44 40
IR (%)
#F 8% Gene number 127 112 127 113 115 119 119 116 118
EA%iTiEE Y Protein-Coding
85 75 86 72 73 77 74 76 75
Genes
tRNA %K% tRNA Genes 33 29 34 33 34 34 37 34 35
RNA #H% rRNA Genes 8 8 8 8 8 8 6 8
EEH % Pseudo Genes 0 0 0 0 0 0 0 0
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Supplementary table 2 Chloroplast genes of Hypericum forrestii

2R Categoryfor
gene

#5441 Group of genes

®F#H Name of genes

BiEHIRERE Self-
replication

pJAEE (GR350
Gene for
photosynthesis

[P AN B3
Large subunit of ribosome

T A NI

Small subunit of ribosome

DNA {#itk RNA R4
DNA dependent RNA
polymerase

rRNA #H TRNA gene

(RNA 2 tRNA gene

TR G 1 HE
Subunits of photosystem I

RS WA
Subunits of photosystem II

NADH Jfii 0B IF £:
Subunits of NADH-
dehydrogenase

YA ER b/f B AR E
Subunits of cytochrome b/f
complex

rpl23,
rpli4,

rpl22,
rpl33,

rpll6,
rpl20,

rpl2,
rpl36,

rpsl2, rps7, rps3, rps8,

rpsll, rpsl8, rps2, rpsi4,

rps4, rpsis,

rpoA, rpoC2, rpoCl,

rpoB,

rrnl6S, rrn23S,
rrn5S,
trnL-CAA, trmnM-CAU,

CCA, tnP-UGG, trnQ-
UUG, trn§S-GGA, trnG-UCC,
trnR-UCU, trnC-GCA, trnD-
GUC, trnY-GUA, trnE-UUC,
trnT-GGU, trnS-UGA, trnG-
GCC, tnT-UGU, trnF-GAA,
trnl-UAA, trnV-UAC, trnH-
GUG, trnV-GAC, trnl-GAU,
trn4-UGC, trnR-ACG, trnN-

GUU, trnL-UAG,

rrn4.5S,

trnW-

psaJ, psal, psaB, psad,

psaC,

psbH,
psbL,
psbi,

psbT,
psbF,
psbM,
psbZ,

psbB,
psbE,
psbD,
psbA,

psbJ,
psbK,
psbC,

nth s
nth;

ndhC, ndhK,
ndhD, ndhE,
ndhl, ndhA,

ndh];
ndh G}
ndhH

petD, petB, petL, petG,

petA p)



ATP 35
Subunit for ATP synthase

Rubisco A W

Large subunit of rubisco

R Maturase
IR H
Envelope membrane

protein

R4 A SR AL B 5
HAREEA Subunit of Acetyl-

Other genes carboxylase

C R4 € 3K A R A
C-type cytochrome
synthesis gene

TRSF I U EAE
Conversed open reading
frames

atpA ’ at])F: a[]?H;
atpE, atpB,

}"bCL;

matK

cemA,

aceD,

ccsA,

vef3, yef4,

atpl,
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Supplementary table 3 Types and amounts of SSRs in the nine chloroplast genomes

Number
Repe
SSR . H H. H H H H. H. H H
type unit acmosepaluaddingtonascyro bean forrest monogynu perforatu petiolulatu sampson
m ii n ii ii m m m ii
A 41 38 36 28 25 31 28 45 38
Mon C 0 2 1 0 1 0 0 0 2
o G 2 1 2 1 0 1 0 2
T 39 42 32 31 30 28 32 48 40
AG 0 0 0 1 0 0 0 0 0
Db AT 2 4 1 5 0 2 3 3 2
CT 0 0 0 1 0 0 0 1 0
TA 1 2 1 5 1 1 0 2 1
AGA 0 0 0 0 0 0 1 0 1
AAG 0 0 0 0 0 0 0 0 1
Tei TAA 1 1 1 0 0 1 0 0 0
TAT 0 0 0 1 2 0 0 0 0
TTA 0 0 0 1 0 0 0 0 1
TCT 0 0 0 0 1 1 0 0 0
ACT
0 0 0 1 0 0 0 0 0
Tetr A
a ATT
0 0 0 0 1 0 0 0 0
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Supplementary table 4 Length Distribution of SSRs in Nine Hypericum Species

SSR  Hbea Hasc Hforre Hacmos H.perfo Hmono H.petiol H.samp H.addi Total

lengt nii yron Stii epalum ratum  gynum ulatum sonii  ngtonii
h
4 1 0 1 0 0 0 0 0 0 2
5 1 0 0 1 0 1 0 3 1 7
6 2 4 1 3 2 2 3 2 2 21
7 0 0 1 0 2 2 2 1 2 10
8 0 2 0 0 0 0 0 0 0 2
10 36 33 28 44 25 33 48 27 24 298
11 20 20 13 22 9 10 17 22 14 147
12 5 11 10 5 10 6 9 12 8 76
13 5 6 2 6 4 5 5 9 3 45
14 2 3 1 3 5 0 6 3 2 25
15 3 6 2 1 4 4 7 5 3 35
16 0 3 1 0 1 0 1 2 0 8
17 0 1 0 1 1 0 0 0 1 4
18 0 0 0 0 1 0 1 0 0 2
19 0 0 0 0 0 1 0 2 0 3
21 0 0 0 0 1 0 0 0 0 1

Total 75 89 60 86 65 64 99 88 60 686
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Supplementary table 5 The length distribution of repeat sequence in nine chloroplast genomes

Species Directions 30-39 40-49 > 49
Forward 126 49 94
Palindromic 30 8 22
H. acmosepalum
Reverse 2 0 0
Complement 0 0 0
Forward 29 12 21
i . Palindromic 11 4 14
H. addingtonii
Reverse 1 0 0
Complement 0 0 0
Forward 126 49 94
Palindromic 29 8 22
H. ascyron
Reverse 2 0 0
Complement 0 0 0
Forward 123 42 63
. Palindromic 34 10 21
H. beanii
Reverse 2 0 0
Complement 0 0 0
Forward 81 34 30
. Palindromic 28 20 9
H. forrestii
Reverse 0 0 0
Complement 0 0 0
Forward 60 58 62
Palindromic 24 11 13
H. monogynum
Reverse 3 0 0
Complement 4 0 0
Forward 108 31 42
Palindromic 39 3 17
H. perforatum
Reverse 1 0 0
Complement 2 0 0
Forward 85 34 47
) Palindromic 26 11 19
H. petiolulatum
Reverse 3 0 0
Complement 0 0 0
Forward 12 106 163
Palindromic 6 11 52
H. sampsonii
Reverse

Complement




