A B p=0.02059 p=0.1456

nucleus cytosol insolubleCF  membrane 10.0

€n99697
€n99679
€n99678

enog6s
en98391

eng834
en97509
eng6719
en96379
en95251
en92078
en91998
en91395

en9101
€n89300
eng8166
eng6095
eng2979
eng2978

9.5

group
B CDKN2C.kd

B ctrl

9.0

A

Expression (Log.)

A
A
A

8.5
A
—— A

=nlin CDKN2C  FAF1

— Gene
CPM

eRNA

. <5 p=05 p=4.1e—07

N

group

E] ctrl
Fe FAF1.kd

1
I
i
Expression (Log,)

—

en113566
en113565
en113476
en110139
en110136
en110088
en109148
en107220
en106591
en106588
en105576
en101295
en100550

en10053
en100105

polyAminus_HepG2 I I

1]
el | [ | [

pG2

pG2
total_K562

total_K562
pG2

total_K562

CDKN2C FAF1
Gene

total_K562
polyAplus_K562
total_He|
polyAplus_K562
total_He
polyAplus_K562
total_He

polyAminus_K562 III III
polyAplus_K562

polyAplus_HepG2 i
polyAplus_HepG2 IIII

polyAminus_K562
polyAplus_HepG2
polyAplus_HepG2

RNA Type and Cell

Figure S5. (A) Heatmap of 186 regulatory eRNAs across subcellular fractions in K562 and
HepG2 cells. eRNAs are grouped by subcellular location (nucleus, cytosol, insoluble
cytoplasmic fraction, and membrane), and colour intensity reflects expression levels (CPM).
Expression data were extracted from the eRNAKit resource. (B) Boxplot showing expression
of CDKN2C and FAF1 in CDKN2C knockdown versus control samples (GSE31534). p indicates
comparison of knockdown versus control by the Test of Deficit. (C) Bar plot showing
expression of CDKN2C and FAF1 in FAF1 knockdown versus control samples (GSE71665).

p indicates comparison of knockdown versus control by Student’s t-test.



