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Figure S1. A MAUVE alignment of C. acicularis, C. affinis, C. apetalus. C. lycopodioides, C. nivicola, 

C. pulvinatus, C. subulatus and C. quitensis chloroplast genomes showing the lack of rearrangements 

between the chloroplast genomes of the eight species. The C. quitensis genome is shown at top as the 

reference. Within each of the alignment, local collinear blocks are represented by blocks of the same color 

connected by lines. 



C
.q

u
it
e
n
s
is

C
.a

c
ic
u
la

ri
s

C
.a

ffi
n
is

C
.a

p
e
ta

lu
s

C
.l
y
c
o
p
o
d
io

id
e
s

C
.n

iv
ic
o
la

C
.p

u
lv
in

a
tu

s
C
.s
u
b
u
la

tu
s


