18 19 X

—~ sy
= —
o sy e~
5 ——
= —_——

g e
g —
_—
C BSSESSESEETRIRRRRNNNNSNY |
————
a s o
—
e
—_——————
= —
= ESST——
IS
;
A a
pm—
s S EEEEEIRERRRRRRR RS
sy
=
—————
N SR
——
=
e
e
= e ————————————— Sl
m /SSTTTTTEERTITIITITRRRRRRRRRRRRRRRRY
T —
! I,
.m [ AAANAANARAEINNA NN N NN
ST —
=
£ e | =
an Loy
[ ———————
S
a
| ——————————— LV )
]
A
= e
[aa]
== ARy O
i
e}
-9 & ™
X ,
[ ] —
; ,
I T T T T 1

speay] paddey jo aSejusorog

Chromosome

O Control-HET @ PS-WT @ Control-WT

m PS-HET

T Y 5

I I I I
09 0s oy 0¢ 0z

speay] paddejy jo a8ejusorog

*

*
©
&
&
&

L 1 N
H r _émwev
i,
*
e,
x| P,
= " by,
W * uy,
f x| 2o, 2
° 0o
E s, %o
g * My,
o *y,
*| g,
a o,
Vet

[ ——
L= SSSSSSSSSSSS

— N —

=

%]

A

o

[

[2a]

=

°

£

S

]

1]

[ * e— L7

= U

T "o,

%] ——— “0,

~ * AN ASV
* | —— \(.\V

[ ] *

0S oy 0€ 0¢ o
SpeaYy PAUaeAl JO ABRIUIII

Distribution and characterization of aligned reads derived from striatal tissue from the four experimental groups. (A) A

Supplemental Figure 6

bar plot depicts the percent of mapped reads (y-axis) relative to chromosomes (x-axis) for PS-HET (black bars), Control-HET (white bars), PS-
WT (striped bars), and Control-WT (grey bars) mice. (B) A bar plot shows the percent of mapped reads (y

genomic structures (x-axis) for PS-HET (black bars), Control-

-axis) as they relate to standard

PS-WT (striped bars), and Control-WT (grey bars) mice. (C) A

HET (white bars),

axis) for for PS-HET (black

bar plot shows the proportion of mapped reads (y-axis) as they relate to repetitive elements across the genome (x-

bars), Control-HET (white bars), PS-WT (striped bars), and Control-WT (dark grey bars) mice. An asterisk (*) represents a significant increase or

decrease of ShmC disruptions relative to the background regions, as determined by binomial testing (P-value < 0.05).



