Figure S1. KEGG pathway analysis of differentially expressed genes in human umbilical vein endothelial cells following
IncRNA-antisense noncoding RNA in the INK4 locus overexpression. The top 10 Gene Ontology pathways of upregulated gene
sets are presented. KEGG, Kyoto Encyclopedia of Genes and Genomes.

Up_KEGG_top
Cytokine—cytokine receptor interaction 15/265
Influenza A 11/176
Toll-like receptor signaling pathway 8/106
e Measles 9/136 Corrected Pvalue

E: Transcriptional misregulation in cancer 10/180 0.03
g Herpes simplex infection 10/186 0.02
& TNF signaling pathway 7110 g

Rheumatoid arthritis 6/91

NF—kappa B signaling pathway 6/93

Glycine, serine and threonine metabolism 4/40

0 2 4 6 8

—Log10 Pvalue



Figure S2. KEGG pathway analysis of differentially expressed genes in human umbilical vein endothelial cells following
IncRNA-antisense non-coding RNA in the INK4 locus overexpression. Top 10 Gene Ontology pathways of downregulated gene

sets are presented. KEGG, Kyoto Encyclopedia of Genes and Genomes.
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Figure S3. AS pattern analysis following ANRIL overexpression in HUVECs. Integrative Genomics Viewer-sashimi plots of
ANRIL-regulated ES of (A) ATP13A2, (B) SIGIRR and (C) HDAC7 demonstrate AS changes in ANRIL overexpression and
Ctrl cells. The transcripts for the gene are presented below The schematic diagrams depicts the structures of ASEs, AS1 (purple)
and AS2 (green). The exon sequences were denoted by boxes and intron sequences by the horizontal line. RNA-seq quantifica-
tion and RT-qPCR of RNA validation of ASEs were presented in the histogram. The altered ratio of ASEs in RNA-seq was
calculated using as follows: AS1 junction reads/(AS1 junction reads + AS2 junction reads). The altered ratio of ASEs in qgPCR
was calculated as follows: AS1 transcript level/AS2 transcript level. Student's t test was performed to compare ANRIL-OE
and Ctrl cells. “P<0.01 vs. Ctrl. HUVECs, human umbilical vein endothelial cells; ANRIL, IncRNA-antisense non-coding
RNA in the INK4 locus; A3SS, alternative 3' splice site; ES, exon skipping; ASEs, alternative splicing events; RT-q, reverse
transcription-quantitative; Ctrl, control; RNA-seq, RNA-sequencing.

ES
GP13A2 chrt 116986008 116986158 116986306 116986528 116986775 116986946 I \
5.98 | CC——FV— "]
[ 16T
ANBILSH. o 129 183 1+ ]
759 |
A Lyt L] Octr O ANRIL
ANRIL_2nd I ™ .
. N
5o 84 2 ATP13A2 ES
6.27 0.5
107
ANRIL_1st 123 1] [N1532 0.4
7.34
66 © 03
Ctrl_3rd =
-7.34 ! 136 216 & 02
6.18 »
Ctrl_2nd 0.1
-6.18 131 249
5.80 70 0.0
Ctrl_1st 550/ 120 200 RNA-seq
| e————————
o >
B [ ES \
SIGIRR o4 1406182 1406314 1406447 1406672 1406926 1407106 I
ANRIL_3rd | oL
~ ese ~1as— [ [ ][] 04 [— S E—
6.92
102 dctr ] ANRIL
ANRIL_2nd P B
T ee2! ~—129— 77 SIGIRR ES
6.47 e
| = = == e 0:9
ANRIL_Tst | (D 5, 0.4
7.95
93 0 0.3
Ctrl_3rd G AS ©
-7.95 i
8.54 0.2
63
Ctrl_2nd 0.1
—8.54 2o =8 0.0
6.10 1 d :
L1 T I, e RNA-se
Ctrl_1st P 188 106 4
p——|
—
N L/
C / ES \
HDAC7  chri2 147795444 147795643 147795739 147795934 147796063 147796262 I
3.18
| L
ANRIL_3rd | ~———— ——— F+—
318 ' T I— T —
3.02 i
L= —e=artihem s e = et ANRIL
ANRIL_2nd | ST T 50 1] Oc O
-3.02/ Tiie o HDAC7 ES
2.44 o
Ve = =l — 0.8
ANRIL_tst | (177 3 ) .
3.81
E 0.6
omoe W R, | 2
-3.81 58 50 B o4
3.24
115 0.2
oz M A, .
_3.24 ! 54 48 0.0
322, ” :
1
o W — — s
300 54 70
- e ——

-




