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Gene set enrichment analysis (SVis8)
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RT-gPCR (SVts8)
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Gene ontology analysis (Molecular Functions, p < 0.01)
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Western blot (HEK-293T)
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RT-gPCR (SVts8)
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ChIP-gPCR (SV1ts8)

*k%k

0.06 4 *kk | O IgG
| 0 a-CTCF
T
- 0.04 -
-
Q.
L=
> 9.02 4
0.00
Vector hSATII
RNA
FIG.6C
hSATa RNA hSATII RNA
RNA - - 2010 5 - - 2010 5 pmol/uL
CTCF —_+ + + + - 4+ + + +

(SB"ES)».--.-.-...

FIG.6D

11/23



SVis8 Chrd I SIS W B>« NN TN
76,930 kb i ————— . TT030kb

3.07 3

Vector 3 2kb
3.0

hSATa
3.0

hSATII " _ ‘“
0.57

Control
0.5

X-ray| | biL | '
1.5

S VeCt“o“r_ I CER Illl a il _a [ T ] lu 1 l‘l “-Ill‘.i

—
OlhSATII _ |

hSATII specific :
peaks (ATAC-Seq) !

RNA-seq

ChiP-seq

Db be o 8 ) a0 A I.I-..l.u.

Distance (kb) g 10 20 3060 70 80 90 100
CXCL10 CXCL11
1 UL T

Bglll fragment o o o > >
O Qe Q& o6

FIG.6E

3C-gPCR (SVis8)

@ Vector

50 . 1
o 1 'i @ hSATII RNA
30

10\

Relative crosslinking frequencies

T T2 T4 T6 T7 T15 T22 T26

FIG.6F

12/23



tnr

DAPI / a-Tubulin / Pericen

Vector

hSATII RNA

Multipolar cells (%)

N
o

& &8 8

o

Svis8

&

s O
& &

——_

hSATII RNA

GAPDH

FIG.7A

FIG.7B

13/23



Vector

hSATII RNA

hSATII RNA

Number of chromosome

150

&
~-

L L]

o

14/23




DAPI| / a-Tubulin / Percer

Vector

(=2}
o

Vector

hSATII RNA

CTCF

"
o

i
o

w
o

N
o

Multipolar cells (%)

Vector

hSATII RNA

MEFs

10

15/23



ungn-A f ugngn-o / |dva

FIG.8B

MajSAT RNA

10mm

FIG.8C

16 /23
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RT-gPCR (small EVs)
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ACRO1 (Log10)
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