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Attached table 1  Gene contents in chloroplast genomes of six Paphiopedilum parishii individuals

s S 44 B
Group of genes Gene names

1 &% | Photosystem | psaA, psaB, psaC (X2), psal, psa]

2 HZES 1l Photosystem Il psbA | psbB, psbC, psbD, psbE, psbF, psbH,

psbl, psbJ, psbK, psbL, psbM, psbN, psbT, psbZ

3 M E b/ 2 AW Cytochrome b/f complex petA, petB % | petD * | petG, petlL, petN
4 ATP & 1iE§ ATP synthase atpA, atpB, atpE, atpF * | atpH, aipl
5 NADH fiii % NADH dehydrogenase ndhB * (x2), ndhD*, ndhJj*

6 T WAMRZEMEHR LA RubisCO large subunit rbel

7 RNA BAEEWIE RNA polymerase oA, 1poB, rpoCl * | rpoC2

8  BMHAE /NI Small subunit of ribosomal proteins (SSU) ps2, ps3, rpsd, mpsT (X2), ms8, msll, ps12 (X2),
rpsl4, mpsl5 (X2), rpsl6 * , mps18, rps19 (X2)
9 KWEHARE K% Large subunit of ribosomal proteins (LSU) mpl2 * (X2), mplld, pll6 * , pl20, pl22, pl23 (x2), pl32, pl33, pl36

10 HABEEP Other genes clpP # | matK, aceD * | ccsA, infA

11 RFYIEEILF Gene of unknown function yefl (X2), yof2 (X2), yof3 * * , yofd, ycfl5 (x2)*
12 #%BE{& RNA Ribosomal RNAs 4.5 (X2), rm5 (x2), rral6 (X2), rrm23 (X2)
13 %% RNA Transfer RNAs trmA-UGC * (X2) , trnC-GCA , trnD-GUC, trnE-UUC,,

trnF-GAA , trnfM-CAU, trnG-GCC, trnG-UCC * |
trnH-GUG (%x2), trnl-CAU (x2), trnl-GAU * (X2) ,
trnK-UUU * , trnl-CAA (X2) , trnl-UAA * ,
trmL-UAG (x2) , trnM-CAU, traN-GUU (x2) ,
trnP-UGG , trnQ-UUG, trnR-ACG (X2) , trnR-UCU,
trnS-GCU, trnS-GGA , trnS-UGA , trnT-GGU ,
tmT-UGU, traV-GAC (x2) , trnV-UAC * , traW-CCA,

trnY-GUA

# RN EA —DNETHIER ;o R BATAN NG TIEERH; (x2) R AP NIRRT A R BEER
Note: * indicates gene containing one intron; ** indicates gene containing two introns; (X2) indicates gene containing two copies; A indi-

cates pseudogene.
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Attached table 2 Types and amounts of simple sequence repeats ( SSRs) identified

in the chloroplast genomes of six Paphiopedilum parishii individuals

P. parishii_1 P. parishii_2 P. parishii_3 P. parishii_4 P. parishii_5 P. parishii_6
R He 1 e e e e
SSR type ) i ) ad % i % i % i % ad
v Nﬁ % Ratio Nﬁ % Ratio Nﬁ ? Ratio Nﬁ % Ratio Nﬁ % Ratio Nﬁ % ~ Ratio
umber (%) umber (%) umber (%) umber (%) umber (%) umber (%)
PR RRE 51 48 47 46 51 48 47 46 48 46 48 46
Mononucleotide repeats
THHRER 20 19 20 19 20 19 20 19 20 19 20 19
Dinucleotide repeats
SRHRESL 15 14 15 15 15 14 15 15 15 14 15 14
Trinucleotide repeats
PR R A 14 13 14 14 14 13 14 14 14 13 14 13
Tetranucleotide repeats
AR EL 2 2 2 2 2 2 2 2 2 2 2 2
Pentanucleotide repeats
ANEATREL 5 5 5 5 5 5 5 5 5 5 5 5
Hexanucleotide repeats
L Total 107 103 107 103 104 104
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With Paphiopedilum parishii_1 as a reference. The X—axis corresponds to coordinates within the chloroplast genome. The Y—axis shows the per-
centage identity in the range 50%-100%.
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Attached fig. 1  Alignment of chloroplast genomes sequences of six Paphiopedilum parishii individuals
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P. parishii_1 154 809 bp

P. parishii 2 154 660 bp

P. parishii_3 154 809 bp

P. parishii_4 154 403 bp

P. parishii_ 5 154 689 bp

P. parishii_ 6 154 692 bp
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JLB, JSB, JSA, JLA %3 #lJ& LSC/IRb .SSC/IRb . SSC/IRa Hl LSC/IRa 31 L,
JLB, JSB, JSA, JIA refer to junction boundary between LSC/IRb, SSC/IRb, SSC/IRa, and LSC/IRa, respectively.
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Attached fig. 2 Comparison of LSC, IRs, SSC boundaries among six Paphiopedilum parishii chloroplast genomes
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A. Nucleotide diversity (P,) values of coding genes in the LSC, SSC, and IR regions; B. Nucleotide diversity (P;) values of intergenic genes in

LSC, SSC, and IR regions.
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Attached fig. 3 Comparative analysis of nucleotide diversity values (P,) among the

chloroplast genomes of six Paphiopedilum parishii individuals



