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(Gene Symbol) © VAL || e

Ro60 46,8 | 52,2 | 53,0 | 50,7

(TROVE2) 39 52 64 63

La 61 | 762 | 772 | 772 | 78,2

(SSB) 7 175 | 171 | 211 | 222

538 | 17,7 | 50 7,8

HNRNPK 76 5 1 3
38 | 56,6 | 60,6
MATRS3 2 129 | 161

10,1 | 61,2 | 61,2 | 60,3 | 48,4

IGF2BP1 10 102 | 182 | 163 49

34 | 506 | 34 3,4

ELAVL1 1 20 1 1

60,8 | 63,9 | 651 | 60,8

YBX1 51 83 68 35

56 | 349 | 143 | 170 ] 60,3

PUF60 1 23 9 7 68
RPL13 S
CPSF160 43 | 114
(CPSF1) 6 16
CPSF100 1,7 16,1
(CPSF2) 1 10
CPSF73 5,3
(CPSF3) 3
CPSF30 14,1
(CPSF4) 3
hFIP1 2,9 14,8
(FIP1L1) 1 7
11,0
WDR33 13
Symplekin 22 | 41
(SYMPK) 2 4

XX: Peptide coverage (PC) in %
XX: Peptide spectral matches (PSMs)

D
P
-8

Y4

Y5

>
\

Kéhn_Figure S1

protein class hits
‘nucleic acid binding’

15/71

127/195

105/167

82/159

74/129



g?ueom
Y3L
Y3** Y3**dU

5.

5.

ACAGA

Y3

Y3 du

Y3
C Y3 du

—

——  —t

— it

siC

| | sicPsF1

Y3dU

.ACAGAUUUCUUUGUUCCUUCUCCA...3"

CUCCA..3"

CPSF1
CPSF2
FIP1L1
IGF2BP1
Ro60

H2AC MP
H2AC T
EEF2 MP
EEF2T
CPSF1

5" ..ACAA

Koéhn_Figure S1

———————————————————————————— ccee..3’

5’ ..ACAAUUACAGAUUUCUUUGUUCCUUCUCCACUCCCC...3"

Fold change
(normalized to ASOC/siC)

C Y4

Y4
iU Y3

St Nm—

et —

Sy |

=

[Ini]1]1]-

=
(@)
4*

CPSF1
CPSF2
FIP1L1
SYMPK
La

1OODASOYl * %

DASOY3
oASOY4
BASOU7
BsiCPSF

* %

H

H2AC PA

H3A PA




gure S2

Kohn_Fi

100

o —
— — S

[%] VNYW auoisiy
memwuo‘_am_E “_O uoiloel4

0,01

LNOSY

EAOSY

J0SY



Kohn_Figure S3

A PC12 B B16-F10
- ™ I~ — ™M N~
O > > D O > > D
O O O O O O O O
N 0O n o0 n N0 n 0
< < <<€ < < < <€ <
s B s @ | 5S - s S s DS
- e . Y1 - W e Y1
— — - Y3 - - Y3

| U7 L 1U7

o o s e [H2AC MP [ - s s | H3G MP

— — - | ACTB - e ams ems | ACTB
C
R. norvegicus o
) O —_— *kk
o HISTIHIAC me— . EEASOY3
o HISTIH3G ——— BN ASOU7
M. musculus o I
HISTLHZACEII——
§  HISTIHIGC m——
M. musculus 8 ok
= HISTIH2AC —
. e O ] — = -
. porcellus Kkk
p § H2A KKk
; H3 vy *%%
C. aethions I X
T e il
T A e—
H. sapiens 2 i
S HISTIH2AC x
0,1 1 100
Fold change
(normalized to ASOC)
D E
B16-F10
12 HEK?293 12
4
Q ] ns Q
.4? %1;0 nS > 8 150 *
= 508 £ <08
B 20,6 o © o 0,6
> 8 S 8
— g0,4 - 0,4 -
) c TJ e *kk
O 0052 ] (@ B 0!2
=2
0,0 0,0
— ™ < N~ — (0] N~
I8 = > = 5 9 £ 2 5
= g 0 0 g < 9 0 0
< < << < < < <



ASO/siRNA site
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Y3 FL GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTTTGTTCCTTCTCCACTCCCACTGCTTCACTTGACTAGCCTTTT
#1 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTTTGTT
#2 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTTT

#3 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTTT

#4 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTTT

#5 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTT

#6 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTT

#7 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTT

#8 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTT

#9 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTT

#10 GGCTGGTCCGAGTGCAGTGGTGTTTACAACTAATTGATCACAACCAGTTACAGATTTCTA
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