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Figure S1A. Circular chloroplast genome map of Carya aquatica. The genes showninside 
and outside of the circle are transcribed in clockwise and counterclockwise directions,re-
spectively. Genes from different functional groups are shown in different colors. The thick 
darklines in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the 
LargeSingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring rep-
resents the GC-content.
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Figure S1B. Circular chloroplast genome map of Carya cordiformis. The genes showninside 
and outside of the circle are transcribed in clockwise and counterclockwise directions,re-
spectively. Genes from different functional groups are shown in different colors. The thick 
darklines in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the 
LargeSingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring rep-
resents the GC-content.
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Figure S1C. Circular chloroplast genome map of Carya dabieshanensis. The genes shown-
inside and outside of the circle are transcribed in clockwise and counterclockwise direc-
tions,respectively. Genes from different functional groups are shown in different colors. The 
thick darklines in inner circle show the extent of the Inverted repeats (IRA and IRB) separat-
ing the LargeSingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring 
represents the GC-content.



ycf2

ycf2

ycf1

rpoC2

rp
oB

rpo
C1*

  r
rn

23

trnK-UUU*

rrn23*

ndhA*

Aa
sp

nd
hF

ndhB*

ndhB*

ps
aB

clpP*

ycf3*

psbB atpA

matK

rpl2*
rpl2*

nd
hD

accD

rrn
16

rrn16

atpB

petB*

rbcL

ps
bC

rpl16*

atpF*

ndhH

rps16*

petD*

yc
f1

-fr
ag

m
en

t

ps
bD

psbA

trnI-GAU*

trn
I-G

AU
*

rpoA

petA

cc
sA

trnA-UGC*

trn
A-

UGC*

rps12*

rps
12

*

trnG-UCC*

ndhK

atpIrps2

cemA

trnV-UAC*

rps3

trnL-U
AA*

rps4

ycf4

Ghdn
ndhI

rrn
23

-fr
ag

m
en

t

rrn23-fragment

ndhJ

rps7

rps7

rps11

rps8

atpE

rpl14

ndhC

rpl20

nd
hE

rps18

rp
s1

4

rps19

rpl23

rpl23
rpl22

rps15

  rrn4.5

  r
rn

4.
5

psbE

atpH

ps
aC

psbH

rpl33

ps
bZ

psbK

rp
l3

2

pbf1

psaJ psbJ

rrn5

rrn
5

psbF

rpl36

psbL

rpl36

rps12*

petG

psaI ps
bM

psbI

psbT

petL

trn
S-

U
G

A

pe
tN

trnS-GCU

trnS-G
G

A

trn
Y-

G
UA

trnL-CAA

trnL-CAA

infA

trn
L-

U
AG

trnI-CAU

trnR-ACG

trnI-CAU

trn
D-

G
UC

trnH-GUG

trn
R-

AC
G

trnP-UGG

trnW-CCA

trn
fM

-C
AU

trnT-U
G

U

trn
E-

UU
C

trnM
-CAU

trnF-G
AA

trnN-G
UU

trn
N-

G
UU

trn
V-G

AC

trn
T-

G
G

U

trnR-UCU

trnQ-UUG

trnV-GAC

trn
C-

GCA

trn
G

-G
C

C

trnA-UGC*

trn
A-U

GC*

trnK-UUU*

ycf15

ycf15

 Carya_glabra
chloroplast genome

160,652 bp

hypothetical chloroplast reading frames (ycf)
other genes
clpP, matK
ribosomal RNAs
transfer RNAs
ribosomal proteins (LSU)
ribosomal proteins (SSU)
RNA polymerase
photosystem assembly/stability factors
RubisCO large subunit
NADH dehydrogenase
ATP synthase
cytochrome b/f complex
photosystem II
photosystem I

IR
AIRB

SSC

LSC

Figure S1D. Circular chloroplast genome map of Carya glabra. The genes showninside and 
outside of the circle are transcribed in clockwise and counterclockwise directions,respective-
ly. Genes from different functional groups are shown in different colors. The thick darklines 
in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the LargeS-
ingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring represents the 
GC-content.
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Figure S1E. Circular chloroplast genome map of Carya laciniosa. The genes showninside 
and outside of the circle are transcribed in clockwise and counterclockwise directions,re-
spectively. Genes from different functional groups are shown in different colors. The thick 
darklines in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the 
LargeSingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring rep-
resents the GC-content.
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Figure S1F. Circular chloroplast genome map of Carya myristiciformis. The genes shownin-
side and outside of the circle are transcribed in clockwise and counterclockwise direc-
tions,respectively. Genes from different functional groups are shown in different colors. The 
thick darklines in inner circle show the extent of the Inverted repeats (IRA and IRB) separat-
ing the LargeSingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring 
represents the GC-content.
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Figure S1G. Circular chloroplast genome map of Carya ovata. The genes showninside and 
outside of the circle are transcribed in clockwise and counterclockwise directions,respective-
ly. Genes from different functional groups are shown in different colors. The thick darklines 
in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the LargeS-
ingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring represents the 
GC-content.
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Figure S1H. Circular chloroplast genome map of Carya palmeri. The genes showninside and 
outside of the circle are transcribed in clockwise and counterclockwise directions,respective-
ly. Genes from different functional groups are shown in different colors. The thick darklines 
in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the LargeS-
ingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring represents the 
GC-content.
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Figure S1I. Circular chloroplast genome map of Carya texana. The genes showninside and 
outside of the circle are transcribed in clockwise and counterclockwise directions,respective-
ly. Genes from different functional groups are shown in different colors. The thick darklines 
in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the LargeS-
ingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring represents the 
GC-content.
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Figure S1J. Circular chloroplast genome map of Carya tomentosa. The genes showninside 
and outside of the circle are transcribed in clockwise and counterclockwise directions,re-
spectively. Genes from different functional groups are shown in different colors. The thick 
darklines in inner circle show the extent of the Inverted repeats (IRA and IRB) separating the 
LargeSingle-Copy (LSC) and the Small Single-Copy (SSC) regions. The gray ring rep-
resents the GC-content.


