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Abstract
The chromosome 9p21 region is the strongest susceptibility locus for Cardiovascular Disease 
(CVD) and a hot-spot for multiple disease-associated polymorphisms. The locus encodes for a long 
non-coding RNA, ANRIL. The disease-associated variants in the region have been correlated with 
ANRIL expression, suggesting ANRIL mediates these associations.

Since most of diseases associated with the locus are common diseases of aging, we sought to 
investigate the relation between ANRIL expression and age. We measured ANRIL expression by 
RT-PCR in three groups: 70 years-old, 80 years-old and 90 years-old subjects. ANRIL expression 
increased dramatically between 70 to 80 years-old.

In addition, we profiled the regulatory effects of ANRIL knock-down in endothelial cells. The 
artificial depletion of ANRIL caused the down-regulation of an upstream regulator of senescence, 
IL1A, and other inflammatory genes. Conversely, it produced the up-regulation of the transcription 
factor KLF2, which has athero-protective properties. 

Our results suggest ANRIL has a pro-atherogenic effect by inducing inflammatory and senescence-
related molecules in endothelial cells. Aggravated senescence and inflammation are characteristic 
of aging and might be mediated by the age-related changes in ANRIL expression. ANRIL is a 
promising target for future therapies for many aging-related diseases.
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Introduction
The advent of the genomic era has led to the identification of hundreds of loci affecting the 

susceptibility to disease. An unexpected locus at chromosome 9 (region p21) was highlighted as the 
strongest susceptibility locus for Cardiovascular Disease (CVD) by genome-wide association studies 
[1,2]. Despite being a gene desert, this genetic region is extraordinarily dense in disease-associated 
polymorphisms. Besides its association with CVD, the locus has been linked to a wide range of 
conditions such as type 2 diabetes [2,3], Alzheimer disease [4], glaucoma [5], endometriosis [6] and 
periodontitis [7]. Variants in this region have also been associated with several cancers: leukemia 
[8], breast cancer [9], basal cell carcinoma [10], melanoma [10], pancreatic carcinoma [11], ovarian 
cancer [ 12] and glioma [13].

The disease-associated region overlaps the sequence of a long non-coding RNA, ANRIL and lies 
in the vicinity of the tumor suppressor genes CDKN2A and CDKN2B. CDKN2A encodes for two 
proteins, p16 and ARF, using alternative reading frames. Since the CDKN2A/ARF/CDKN2B locus 
has a well-established role in cell proliferation, apoptosis and senescence [14], the connection of the 
locus with cancer is not surprising. However, the association of the locus with cardiovascular disease 
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and several other conditions of relatively distant etiology is certainly 
intriguing. Atherosclerosis progression is accompanied by changes 
in proliferation and apoptosis rates in the artery wall suggesting the 
involvement of CDKN2A/B in the 9p21 association. However, most 
of the CVD-associated alleles have been correlated with ANRIL 

expression [15,16], favoring ANRIL as the most likely mediator of 
this association.

ANRIL has been involved in the regulation of CDKN2A/B 
expression in several reports [16-18], however, distant regulatory 
targets have also been described [19]. The role of ANRIL in the 

Gene p-value Fold Regulation Gene p-value Fold Regulation

KLF2 2E-06 3.1969 FGA 0.05399 1.7257

ITGA2 0.00013 -1.7186 IL2 0.05399 1.7257

PPARG 0.00017 1.9032 LPA 0.05399 1.7257

IL1A 0.00019 -4.0692 IL3 0.05466 3.0928

CTGF 0.00054 -2.1715 CCL5 0.06458 -1.369

ACE 0.00062 -1.8278 ITGAX 0.06624 1.5224

LDLR 0.00078 1.6878 IFNG 0.07257 2.7909

SELE 0.00082 -2.6738 IL5 0.07765 2.6438

FAS 0.00128 2.3482 THBS4 0.09799 3.3131

PPARA 0.00147 1.567 TNFAIP3 0.13282 -1.363

SELPLG 0.00175 -2.0507 NPY 0.14054 2.4602

APOA1 0.0025 2.7863 TNC 0.14639 1.8634

CD44 0.00259 1.6146 SERPINB2 0.14719 1.4744

SOD1 0.00367 1.3894 MSR1 0.15413 1.4969

PDGFB 0.00367 -1.9307 LIF 0.15637 2.0787

FN1 0.00385 1.6705 ICAM1 0.16811 1.2213

HBEGF 0.00463 -1.4015 VWF 0.19566 1.2014

ITGA5 0.005 1.4471 CSF1 0.21024 1.1341

CCL2 0.005 -2.9783 NFKB1 0.22561 1.1555

CCR2 0.00552 2.339 COL3A1 0.22817 1.6569

NOS3 0.00584 1.6354 BCL2A1 0.25503 -1.2541

PLIN2 0.00785 1.4254 IL4 0.27902 2.1318

LAMA1 0.00925 2.2442 MMP1 0.33355 -1.0746

FABP3 0.01016 2.1412 KDR 0.37302 -1.1247

APOB 0.0103 2.2035 ELN 0.37612 2.4518

CCR1 0.01106 3.1425 ENG 0.39746 1.0614

SERPINE1 0.01239 -1.5441 VEGFA 0.41618 -1.1531

PDGFRB 0.01295 3.0706 ABCA1 0.45133 1.1222

CDH5 0.01414 1.3032 ITGB2 0.47186 1.204

IL1R1 0.0154 1.3097 TGFB1 0.58253 1.107

VCAM1 0.01562 -2.9565 TGFB2 0.58644 1.2036

BCL2L1 0.01778 1.4201 SPP1 0.589 -1.4907

BIRC3 0.0193 -2.2341 PDGFA 0.61319 1.0544

FGF2 0.0212 1.4153 IFNAR2 0.73028 1.0243

PPARD 0.03048 1.3508 PTGS1 0.84014 -1.0093

EGR1 0.03073 2.464 SELL 0.84071 1.0054

NR1H3 0.03489 1.491 RXRA 0.8483 1.0339

LPL 0.03519 1.2899 TNF 0.88009 1.0499

BID 0.03651 -1.3483 CSF2 0.9385 -1.0289

MMP3 0.04152 1.6372 CFLAR 0.94555 -1.0184

APOE 0.04329 1.8978 BCL2 0.95449 1.0112

BAX 0.04391 1.3344 IL1R2 0.97525 1.0421

Table 1: Complete list of genes evaluated in the profiling assay, fold change and p-value.
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regulation of histone modification is not unprecedented for long 
non-coding RNAs. Several long non-coding transcripts act as binding 
platforms for chromatin modifying complexes into their targets [20].

Here, we report the effects of ANRIL depletion in several genes 
critical for inflammation and endothelial senescence and the first 
evidence of a correlation ANRIL expression with aging.

Results
Expression of ANRIL is associated with chronological age

We investigated the relationship of ANRIL expression with aging 
in our 136 subjects’ sample. Since previous studies have reported a 
robust correlation between CDKN2A, an ANRIL neighbor, with 
aging [21,22]; we also evaluated CDKN2A expression. ANRIL and 
CDKN2A expression were highly correlated (Pearson correlation 

coefficient, r=0.8482, p-value <0.0001) and both transcripts 
expression increased between the 70 to 80 years-old groups but it did 
not show further increase between 80 to 90 years-old groups as shown 
in Figure 1.

The increased expression level of CDKN2A observed in the 
transition from the seventh decade to the eighth is consistent with 
previous reports; however, none of the studies we reviewed evaluated 
CDKN2A expression in subjects older than 80 years old. In our 
sample, CDKN2A remained unaltered from the eighth to the ninth 
decade. We also evaluated a potential connection between ANRIL and 
atherosclerotic plaque. Measurements of the Intima-Media Thickness 
(IMT) of the Common Carotid Artery (CCA) were performed in all 
subjects and were used as a criterion of atherosclerosis development.

We found no significant correlation between ANRIL expression 

Figure 1: Relationship between ANRIL expression and aging.
To evaluate the relationship between ANRIL expression and aging, we tested 136 subjects from the SONIC study. Due to experimental design, volunteers were 
recruited based on their age, the 70 years-old group were subjects between 69 to 71 years old; the 80 years-old group were subjects aging between 79 to 81 years 
old and the 90 years-old were between 89 to 91 years old. Expression changes of ANRIL (A) and CDKN2A (B) through the age groups were detected using RT-
PCR. P-values were determined by t-test and error bars indicate standard error of the mean.

(A)

Figure 2: Most relevant ANRIL regulatory effects.
(A) The most significant regulatory effects of ANRIL knock-down detected in our profiling assay are displayed in this figure. The red dashed line represents the 
p-value threshold of 0.01 and both black dashed lines delimitate the 2-fold change in expression. The down-regulated genes are showed in green and up-regulated 
genes in red. The table presented in the right shows the list of the complete gene name and aliases of the most significant regulatory targets of ANRIL revealed 
by our profiling assay. (B)
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and CCA stenosis. However, the distribution of CCA stenosis cases 
was not uniform among age groups, due to a dramatic increase in 
incidence of CCA stenosis in older individuals. The bias caused by the 
differential distribution of cases and the sample size may have limited 
the detection of such a correlation.

Profiling of genetic effects of ANRIL
To identify the functional consequences of ANRIL silencing in 

endothelial cells, we used a RT-PCR-based gene expression profiling 
assay. We knocked-down ANRIL in HUVECs using a customized 
siRNA oligonucleotide and the effects of the siRNA mediated knock-
down were evaluated using a RT-PCR array, which measured the 
expression level of 84 atherosclerosis-relevant genes in the ANRIL 
exon-1 targeted siRNA and the control scrambled-siRNA-treated 
HUVECs.

The genes deregulated as a consequence of ANRIL knock-down 
using a threshold of 0.01 P-value and more than a 2-fold change are 
presented in Figure 2, and the complete list including fold changes 
and p-values of all the genes studied is shown in Table 1.

The most down-regulated gene, IL1A, is a well-established marker 
and trigger of endothelial senescence [23]. Remarkably, SERPINE1, 
which is another indicator for endothelial senescence [24], was also 
significantly down-regulated in our RT-profiler results (Table 1) but 
did not pass the 0.01 p-value threshold.

Although, some of the genes have controversial effects in 
atherosclerosis progression, most of the down-regulated genes are 
pro-inflammatory, pro-atherogenic genes. IL1A is a pro-inflammatory 
cytokine that plays negative roles in atherosclerosis [25], diabetes and 
neurodegeration [27]. Vascular adhesion molecules, CCL2, SELE 
and VCAM1 were down-regulated (P-value<0.05, see Table 1), they 
participate in the recruitment of leukocytes and contribute to the 
development of the atheroscle [26] rotic plaque [28,29]. CTGF has a 
complex role in endothelial function, but evidence suggests it enhances 
infiltration of inflammatory cells and promotes atherogenesis [30]. 
Conversely, the two most up-regulated genes (KLF2 and APOA1) 
have been reported to have vasoprotective properties [31-32].

Since ANRIL is a putative regulator of the CDKN2A/B locus, 
we tested the samples used in the profiling assay for CDKN2A/B 
expression. We did not detect any regulatory effect of ANRIL 
upon CDKN2A/B transcripts in these samples, indicating that 
the expression changes were independent from CDKN2A/B and 
produced by ANRIL trans effects.

Senescence markers are also down-regulated by ANRIL in 
aortic endothelial cells

We considered aortic endothelial cells are a model that reflects 
the context of atherosclerosis development better than HUVECs. 
Based on that, we sought to determine if the effect of ANRIL 
upon endothelial senescence markers was also observed in Aortic 
Endothelial Cells (AoECs).

We examined the expression of IL1A and SERPINE1 which are 

bona fide biomarkers of endothelial senescence. Two of the top pro-
inflammatory genes, CCL2 and SELE, detected in our profiling assay 
were also strongly down-regulated in AoEC. CCL2 (also known as 
monocyte chemotactic protein 1) and SELE (E-selectin) have potent 
pro-inflammatory properties.

Experimental Procedure
Study sample

For the RNA expression analysis, we obtained whole blood 
samples from 136 volunteers from Asago City, Hyogo Prefecture, 
Japan (sample characteristics in Table 2) who were participants 
in “SONIC” (Septuagenarians, Octogenarians, Nonagenarians 
Investigation with Centenarians) Study. The 70 years-old group 
were 60 subjects between 69 to 72 years old; the 80 years-old were 39 
subjects aging between 79 to 81 years old and the 90 years-old were 
37 individuals between 89 to 92 years old. The available information 
about the subjects is presented in Table 2. The intention of this 
experimental design in the recruitment of the subjects was to make 
apparent the expression changes through decades.

Carotid ultrasonography using GE LOGIQ Book X-P was 
performed to measure the Intima-Media Thickness (IMT) of the 
Common Carotid Artery (CCA) for the evaluation of human 
atherosclerosis in the study subjects. We defined the criteria for CCA 
atherosclerosis as: maximal IMT ≥1.1 mm [33].

All participants gave written informed consent to participate in 
the genetic analyses and in all other procedures associated with the 
study. The ethics committee of Osaka University approved the study 
protocol.

Cell culture
For the profiling assay human umbilical endothelial cells, 

passage 6 (n=3), were incubated for 48 hours with ANRIL targeted 
siRNA. The confirmatory tests for ANRIL expression, CDKN2A and 
CDKN2B were performed using same cells, conditions and passage 
number than the RT-profiler assay. For the confirmation of the effects 

 Age groups CCA Stenosis 
(presence/absence) Female /Male Age

70 years old 23/36 32/28 70.38 ( ± 1.01)

80 years old 26/13 22/17 79.95 ( ± 0.76)

90 years old 36/1 23/14 89.94 ( ± 0.89)

Table 2: Blood donors sample characteristics.

CCA: Common Carotid Artery
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Figure 3: ANRIL regulatory effects in Aortic Endothelial Cells (AoEC).
siRNA inhibiting ANRIL in AoEC cells were assayed for endothelial 
senescence markers, IL1A and SERPINE1 expression and inflammatory 
genes SELE and CCL2 expression using RT-PCR. RNA extraction was 
performed 48h post-transfection. Expression level of each transcript is 
expressed in relation to the control siRNA treated cells (arbitrarily set at 1.0) 
and error bars indicate standard error of the mean. IL1A protein was visualized 
in-situ using immuno-fluorescence, green fluorescence corresponds to IL1A 
and nuclei are visualized in blue using DAPI staining. (a) Visualization of IL1A 
protein in cells treated with the scrambled siRNA control. (b) Visualization 
of IL1A protein cells treated with the ANRIL targeted siRNA which showed 
almost undetectable levels of IL1A protein.
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detected in the profiling assay we used human aortic endothelial 
cells incubated during the same time and conditions. Both human 
umbilical and aortic endothelial cells were grown in the defined 
EGM-2 (Lonza) containing 2% FBS and growth factor supplements.

RT-PCR based profiling assay
RT-PCR array for atherosclerosis related pathways was 

performed using RT2-Profiler PCR Array (Human Atherosclerosis, 
PAHS-038Z) from SABiosciences. The PCR array uses a SYBR 
Green-based real-time PCR for multiple gene profiling. Ninety-six-
well plates containing gene-specific primer sets for 84 relevant human 
atherosclerosis-related genes and 5 housekeeping genes were used. 
Treatment and control samples, in quadruplicates, were evaluated 
using the profiling array. Thermal cycling was carried out following 
the manufacturer's instruction using ABI Prism 7900HT. Gene 
expression was normalized to internal controls to determine the fold 
change in gene expression between test and control samples by ΔΔCT 
method using the software provided by the manufacturer.

siRNA-mediated ANRIL knock-down
A custom silencer select siRNA® (Ambion) was designed to target 

ANRIL in its exon 1 (siRNA(5’->3’): GAAUGUCAGUUUUGA 
ACUAtt). A scrambled siRNA control (universal negative control 
siRNA #1 Ambion) was used as a control for all the experiments. 
Lipofectamine RNAimax was purchased from Invitrogen and used as 
a transfection reagent according to the manufacturer’s instructions. 
Knock-down efficiency of ANRIL was measured by RT-PCR. The 
cells were incubated for 48 h before RNA extraction for profiling 
assay and RT-PCR.

RT-PCR
ANRIL transcript expression was measured using a made-to-

order ANRIL expression assay (Hs04259476_m1) covering exons 
1-5. RT-PCR for the expression quantification of IL1A, CCL-2, 
SELE, SERPINE1, CDKN2A and CDKN2B was conducted using 
commercial Taqman expression assays and ABI Prism 7900HT. 
All experiments were performed in triplicates, excepting the RT-
PCR based profiling assay which was performed in quadruplicates. 
Standard curve method was used for the quantification and 18S was 
chosen as housekeeping gene for the normalization.

RNA extraction
For the functional analysis using HUVEC and AoEC RNA 

extraction was performed using RNeasy kit (Qiagen). 

For the patient blood expression analysis, we performed RNA 
extraction using paxgene blood RNA kit (Qiagen). We used a pool 
of 5 subjects RNA to prepare the standard curve. These subjects were 
chosen due to higher RNA concentration after RNA extraction.

Immunofluorescence
AoEC cells were either treated with control siRNA or ANRIL 

siRNA for 48 hr before fixation with 4% paraformaldehyde. Cells were 
permeabilized using 0.2% Nonidet P-40 (Sigma-Aldrich) in 5% skim 
milk and 50nm HEPES for 30 minutes and incubated with anti-IL1A 
(ABCAM, ab7632) at a 1/100 dilution for 1 hour at room temperature. 
The secondary antibody was Alexa-Fluor 488 conjugated anti-rabbit 
IgG used at a 1/1000 dilution.

Statistical analysis
Expression association results were analyzed using JMP10 (SAS) 

and Prism 5 for Windows (version 5.02, GraphPad Software Inc.). 

To evaluate the effect of age in ANRIL and CDKN2A expression, 
the results were analyzed using analysis of variance (ANOVA) and 
the t-test. P-values lower than 0.05 were considered significant. To 
remove the effect of age we used a nominal logistic fit model, and data 
from multiple age groups were analyzed using Chi-square likelihood 
ratio test. To analyze the results of the profiling assay we used the 
software provided by the assay manufacturer.

Discussion
The chromosome 9p21 association with cardiovascular disease is 

not only the strongest and more consistent association detected for 
CVD, but it is also particularly interesting because it is independent 
from traditional cardiovascular risk factors. The mechanism 
underlying the association seems to involve a dimension of the 
disease previously unknown, and most importantly, not targeted by 
current treatments.

Evidence suggests that the CVD-risk alleles influence ANRIL 
expression and the regulation of ANRIL could be behind the 9p21 
association. We were not able to establish an association between 
ANRIL expression and the presence of atherosclerotic plaque in our 
sample, possibly due to the limited size of the sample. However, the 
effect of age in ANRIL expression was a significant and novel finding, 
particularly interesting because the diseases associated with the locus 
are associated with aging.

We found a strong increase in ANRIL expression between the 
70 and the 80-years-old group. Under the assumption that ANRIL 
promotes inflammation and is associated with aging, the lack 
of further increase between 80 to 90-years-old groups might be 
explained by an earlier death of the subjects expressing the higher 
levels of ANRIL, from diseases related with aging (average life-span in 
Japan is 80 and 86 in males and females respectively). In addition, the 
increased incidence of cancer in advance age could distort CDKN2A 
and ANRIL expression pattern in this age group.

Our previous work and others highlighted the subsequent 
ANRIL-mediated regulation of CDKN2A/B as a possible underlying 
mechanism of atherogenesis [16-18]. However, the findings presented 
here, support an important role of trans effects of ANRIL in mediating 
atherosclerosis and other conditions. A recent study has identified 
ANRIL trans-acting regulatory functions and targets, using a human 
cell line [19]. However, ANRIL functions in endothelial cells, a cell 
type directly involved in atherosclerosis pathogenesis, have remained 
unexplored.

The strongest regulatory effect of ANRIL silencing detected in our 
study was the repression of Interleukin 1α  (IL1A). IL1A is a pro-
inflammatory cytokine that induces senescence and its depletion 
extends the lifespan of endothelial cells [34]. Besides its contribution 
to vascular aging, it also has a detrimental effect in insulin secretion 
and induces the loss of beta-cells that leads to type 2 diabetes [26]. 
IL1A has also been linked to several conditions associated with this 
locus such as glaucoma [35] and Alzheimers disease [27]. On the other 
hand, the most up-regulated gene, KLF2 is a transcription factor that 
contributes to a vasoprotective phenotype in endothelial cells [31].

We previously profiled the effects of ANRIL depletion in VSMCs, 
observing a pattern of gene regulation very different from the one 
presented in this study [36]. Probably, ANRIL has distinct tissue-
specific actions, highlighting the need of studying its function in the 
different cell types involved in chr9p21-associated diseases.
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Healthy endothelial cells play an important vasculo-protective role 
in the vessel wall. Age-associated changes in the vascular endothelium 
characterized by the expression of inflammatory cytokines 
and adhesion molecules are known to promote atherosclerosis 
development [37,38]. Our results suggest that age-related changes of 
ANRIL expression may contribute to inflammation and early-aging 
of the vascular endothelium.

ANRIL is a putative repressor of the CDKN2A/B locus in 
fibroblasts and VSMC [16,17,39]. These genes, particularly CDKN2A, 
are known to mediate senescence, suggesting an anti-senescence 
role of ANRIL. However, our findings altogether speak against this 
model in endothelial cells. As a consequence of ANRIL silencing, 
the profiling assay depict a cascade of anti-inflammatory and anti-
senescence regulatory effects. IL1A is an up-stream senescence 
trigger. This cytokine also activates expression of CCL2 [40] which 
is consistent with our finding of both genes being down-regulated in 
the ANRIL-depleted cells. KLF2 transcriptionally induces endothelial 
Nitric Oxide Synthase (NOS3) expression and inhibits endothelial 
adhesion molecule E-selectin (SELE) and vascular cell adhesion 
molecule-1 (VCAM1) [41]. Interestingly, NOS3 is up-regulated and 
both VCAM1 and SELE are strongly repressed by ANRIL knock-
down (Table 1).

The main limitation of the approach we used to evaluate ANRIL 
effects is that the profiler assay measures the expression of only 84 
pre-selected genes. Our method gave us a glance of the regulatory 
effects of ANRIL in endothelial cells using well-established markers 
of atherosclerosis; however it does not allow the identification of bona 
fide ANRIL targets.

The locus has been linked to a wide set of disorders of aging, 
suggesting an interconnection with aging basic mechanisms. 
Moreover, aging is considered the major risk factor for atherosclerosis 
and other conditions linked to the 9p21 locus. Age-related up-
regulation of ANRIL and our functional studies, suggest ANRIL 
mediates some cellular changes occurring during aging such as 
inflammation and exacerbated senescence.

Further study will be required to clarify the mechanism causing 
the correlation of ANRIL and aging reported here, and to determine 
if this expression pattern in peripheral blood cells is detected in 
other tissues. The elucidation of ANRIL effects in different cell types 
is necessary to have a complete view of the role of this transcript in 
atherosclerosis and the other age-related diseases associated with the 
locus. However, our results support a pro-inflammatory and pro-
senescence role of ANRIL in endothelial cells.

References
1.	 Wellcome Trust Case Control Consortium. Genome-wide association 

study of 14,000 cases of seven common diseases and 3,000 shared controls. 
Nature. 2007;447(7145):661-78.

2.	 Broadbent HM, Peden JF, Lorkowski S, Goel A, Ongen H, Green F, et 
al. Susceptibility to coronary artery disease and diabetes is encoded by 
distinct, tightly linked SNPs in the ANRIL locus on chromosome 9p. Hum 
Mol Genet. 2008;17(6):806-14.

3.	 Cugino D, Gianfagna F, Santimone I, de Gaetano G, Donati MB, Iacoviello 
L, et al. Type 2 diabetes and polymorphisms on chromosome 9p21: A 
meta-analysis. Nutr Metab Cardiovasc Dis. 2012;22(8):619-25.

4.	 Emanuele E, Lista S, Ghidoni R, Binetti G, Cereda C, Benussi L, et al. 
Chromosome 9p21.3 genotype is associated with vascular dementia and 
Alzheimer's disease. Neurobiol Aging. 2011;32(7):1231-5.

5.	 Ramdas WD, van Koolwijk LM, Lemij HG, Pasutto F, Cree AJ, Thorleifsson 
G, et al.Common genetic variants associated with open-angle glaucoma. 
Hum Mol Genet. 2011;20(12):2464-71.

6.	 Uno S, Zembutsu H, Hirasawa A, Takahashi A, Kubo M, Akahane T, 
et al. A genome-wide association study identifies genetic variants in the 
CDKN2BAS locus associated with endometriosis in Japanese. Nat Genet. 
2010;42(8):707-10.

7.	 Schaefer AS, Richter GM, Groessner-Schreiber B, Noack B, Nothnagel 
M, El Mokhtari NE, et al. Identification of a shared genetic susceptibility 
locus for coronary heart disease and periodontitis. PLoS Genet. 
2009;5(2):e1000378.

8.	 Sherborne AL, Hosking FJ, Prasad RB, Kumar R, Koehler R, Vijayakrishnan 
J, et al. Variation in CDKN2A at 9p21.3 influences childhood acute 
lymphoblastic leukemia risk. Nat Genet. 2010;42(6):492-4.

9.	 Turnbull C, Ahmed S, Morrison J, Pernet D, Renwick A, Maranian M, 
et al. Genome-wide association study identifies five new breast cancer 
susceptibility loci. Nat Genet. 2010;42(6):504-7.

10.	Stacey SN, Sulem P, Masson G, Gudjonsson SA, Thorleifsson G, 
Jakobsdottir M, et al. New common variants affecting susceptibility to 
basal cell carcinoma. Nat Genet. 2009;41(8):909-14.

11.	Chen J, Li D, Wei C, Sen S, Killary AM, Amos CI, et al. Aurora-A and 
p16 polymorphisms contribute to an earlier age at diagnosis of pancreatic 
cancer in Caucasians. Clin Cancer Res. 2007;13(10): 3100-4.

12.	Gayther SA, Song H, Ramus SJ, Kjaer SK, Whittemore AS, Quaye L, et 
al. Tagging single nucleotide polymorphisms in cell cycle control genes 
and susceptibility to invasive epithelial ovarian cancer Cancer Res. 
2007;67(7):3027-35.

13.	Rajaraman P, Melin BS, Wang Z, McKean-Cowdin R, Michaud DS, Wang 
SS, et al. Genome-wide association study of glioma and meta-analysis. 
Hum Genet. 2012;131(12):1877-88.

14.	Matheu A, Maraver A, Collado M, Garcia-Cao I, Cañamero M, Borras C, 
et al. Anti-aging activity of the Ink4/Arf locus. Aging Cell. 2009;8(2):152-
61.

15.	Cunnington MS, Santibanez Koref M, Mayosi BM, Burn J, Keavney B. 
Chromosome 9p21 SNPs associated with multiple disease phenotypes 
correlate with ANRIL expression. PLoS Genet. 2010;6(4):e1000899.

16.	Congrains A, Kamide K, Oguro R, Yasuda O, Miyata K, Yamamoto E, et 
al. Genetic variants at the 9p21 locus contribute to atherosclerosis through 
modulation of ANRIL and CDKN2A/B. Atherosclerosis. 2012;220(2):449-
55.

17.	Kotake Y, Nakagawa T, Kitagawa K, Suzuki S, Liu N, Kitagawa M, et al. 
Long non-coding RNA ANRIL is required for the PRC2 recruitment to 
and silencing of p15INK4B tumor suppressor gene. Oncogene. 2011; 
30(16):1956–62.

18.	Yap KL, Li S, Muñoz-Cabello AM, Raguz S, Zeng L, Mujtaba S, Gil J, et 
al. Molecular interplay of the noncoding RNA ANRIL and methylated 
histone H3 lysine 27 by polycomb CBX7 in transcriptional silencing of 
INK4a. Mol Cell. 2010;38(5):662-74.

19.	Holdt LM, Hoffmann S, Sass K, Langenberger D, Scholz M, Krohn K, et al. 
Alu Elements in ANRIL non-coding RNA at chromosome 9p21 modulate 
atherogenic cell functions through trans-regulation of gene networks. 
PLoS Genet. 2013;9(7):e1003588.

20.	Tsai MC, Manor O, Wan Y, Mosammaparast N, Wang JK, Lan F, et 
al. Long noncoding RNA as modular scaffold of histone modification 
complexes. Science. 2010;329(5992):689-93.

21.	Liu Y, Sanoff HK, Cho H, Burd CE, Torrice C, Ibrahim JG, et al. Expression 
of p16(INK4a) in peripheral blood T-cells is a biomarker of human aging. 
Aging Cell. 2009;8(4):439-48.

22.	Nielsen GP, Stemmer-Rachamimov AO, Shaw J, Roy JE, Koh J, Louis DN. 

https://www.ncbi.nlm.nih.gov/pubmed/17554300
https://www.ncbi.nlm.nih.gov/pubmed/17554300
https://www.ncbi.nlm.nih.gov/pubmed/17554300
https://www.ncbi.nlm.nih.gov/pubmed/18048406
https://www.ncbi.nlm.nih.gov/pubmed/18048406
https://www.ncbi.nlm.nih.gov/pubmed/18048406
https://www.ncbi.nlm.nih.gov/pubmed/18048406
https://www.ncbi.nlm.nih.gov/pubmed/21315566
https://www.ncbi.nlm.nih.gov/pubmed/21315566
https://www.ncbi.nlm.nih.gov/pubmed/21315566
https://www.ncbi.nlm.nih.gov/pubmed/19664850
https://www.ncbi.nlm.nih.gov/pubmed/19664850
https://www.ncbi.nlm.nih.gov/pubmed/19664850
https://www.ncbi.nlm.nih.gov/pubmed/21427129
https://www.ncbi.nlm.nih.gov/pubmed/21427129
https://www.ncbi.nlm.nih.gov/pubmed/21427129
https://www.ncbi.nlm.nih.gov/pubmed/20601957
https://www.ncbi.nlm.nih.gov/pubmed/20601957
https://www.ncbi.nlm.nih.gov/pubmed/20601957
https://www.ncbi.nlm.nih.gov/pubmed/20601957
https://www.ncbi.nlm.nih.gov/pubmed/19214202
https://www.ncbi.nlm.nih.gov/pubmed/19214202
https://www.ncbi.nlm.nih.gov/pubmed/19214202
https://www.ncbi.nlm.nih.gov/pubmed/19214202
https://www.ncbi.nlm.nih.gov/pubmed/20453839
https://www.ncbi.nlm.nih.gov/pubmed/20453839
https://www.ncbi.nlm.nih.gov/pubmed/20453839
https://www.ncbi.nlm.nih.gov/pubmed/20453838
https://www.ncbi.nlm.nih.gov/pubmed/20453838
https://www.ncbi.nlm.nih.gov/pubmed/20453838
https://www.ncbi.nlm.nih.gov/pubmed/19578363
https://www.ncbi.nlm.nih.gov/pubmed/19578363
https://www.ncbi.nlm.nih.gov/pubmed/19578363
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2365501/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2365501/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2365501/
https://www.ncbi.nlm.nih.gov/pubmed/17409409
https://www.ncbi.nlm.nih.gov/pubmed/17409409
https://www.ncbi.nlm.nih.gov/pubmed/17409409
https://www.ncbi.nlm.nih.gov/pubmed/17409409
https://www.ncbi.nlm.nih.gov/pubmed/22886559
https://www.ncbi.nlm.nih.gov/pubmed/22886559
https://www.ncbi.nlm.nih.gov/pubmed/22886559
https://www.ncbi.nlm.nih.gov/pubmed/19239418
https://www.ncbi.nlm.nih.gov/pubmed/19239418
https://www.ncbi.nlm.nih.gov/pubmed/19239418
https://www.ncbi.nlm.nih.gov/pubmed/20386740
https://www.ncbi.nlm.nih.gov/pubmed/20386740
https://www.ncbi.nlm.nih.gov/pubmed/20386740
https://www.ncbi.nlm.nih.gov/pubmed/22178423
https://www.ncbi.nlm.nih.gov/pubmed/22178423
https://www.ncbi.nlm.nih.gov/pubmed/22178423
https://www.ncbi.nlm.nih.gov/pubmed/22178423
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3230933/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3230933/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3230933/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC3230933/
https://www.ncbi.nlm.nih.gov/pubmed/20541999
https://www.ncbi.nlm.nih.gov/pubmed/20541999
https://www.ncbi.nlm.nih.gov/pubmed/20541999
https://www.ncbi.nlm.nih.gov/pubmed/20541999
https://www.ncbi.nlm.nih.gov/pubmed/23861667
https://www.ncbi.nlm.nih.gov/pubmed/23861667
https://www.ncbi.nlm.nih.gov/pubmed/23861667
https://www.ncbi.nlm.nih.gov/pubmed/23861667
https://www.ncbi.nlm.nih.gov/pubmed/20616235
https://www.ncbi.nlm.nih.gov/pubmed/20616235
https://www.ncbi.nlm.nih.gov/pubmed/20616235
https://www.ncbi.nlm.nih.gov/pubmed/19485966
https://www.ncbi.nlm.nih.gov/pubmed/19485966
https://www.ncbi.nlm.nih.gov/pubmed/19485966
https://www.ncbi.nlm.nih.gov/pubmed/10496532


Kei Kamide, et al., American Journal of Gerontology and Geriatrics

Remedy Publications LLC. 2018 | Volume 1 | Issue 1 | Article 10027

Immunohistochemical survey of p16INK4A expression in normal human 
adult and infant tissues. Lab Invest. 1999;79(9):1137-43.

23.	Orjalo AV, Bhaumik D, Gengler BK, Scott GK, Campisi J. Cell surface-
bound IL-1alpha is an upstream regulator of the senescence-associated 
IL-6/IL-8 cytokine network. Proc Natl Acad Sci U S A. 2009;106(40):17031-
6.

24.	Comi P, Chiaramonte R, Maier JA. Senescence-dependent regulation of 
Type 1 plasminogen activator inhibitor in human vascular endothelial 
cells. Experimental Exp Cell Res. 1995;219(1):304-8.

25.	Bevilacqua MP, Pober JS, Wheeler ME, Cotran RS, Gimbrone MA Jr. 
Interleukin 1 acts on cultured human vascular endothelium to increase 
the adhesion of polymorphonuclear leukocytes, monocytes, and related 
leukocyte cell lines. J Clin Invest. 1985;76(5):2003-11.

26.	Banerjee M, Saxena M. Interleukin-1 (IL-1) family of cytokines: Role in 
Type 2 Diabetes. Clin Chim Acta. 2012;413(15-16):1163-70.

27.	Shaftel SS, Griffin WS, O'Banion MK. The role of interleukin-1 in 
neuroinflammation and alzheimer disease: an evolving perspective. J 
Neuroinflammation. 2008;5:7.

28.	Gerszten RE, Garcia-Zepeda EA, Lim YC, Yoshida M, Ding HA, Gimbrone 
MA Jr, et al. MCP-1 and IL-8 trigger firm adhesion of monocytes to 
vascular endothelium under flow conditions. Nature. 1999;398(6729):718-
23.

29.	Galkina E, Ley K. Vascular adhesion molecules in atherosclerosis. 
Arterioscler Thromb Vasc Biol. 2007;27(11):2292-301.

30.	Cicha I, Yilmaz A, Klein M, Raithel D, Brigstock DR, Daniel WG, et 
al. Connective tissue growth factor is overexpressed in complicated 
atherosclerotic plaques and induces mononuclear cell chemotaxis in vitro. 
Arterioscler Thromb Vasc Biol. 2005;25(5):1008-13.

31.	Gracia-Sancho J, Villarreal G Jr, Zhang Y, García-Cardeña G. Activation 
of SIRT1 by resveratrol induces KLF2 expression conferring an endothelial 
vasoprotective phenotype. Cardiovasc Res. 2010;85(3):514-9.

32.	Andrikoula M, McDowell IF. The contribution of ApoB and ApoA1 
measurements to cardiovascular risk assessment. Diabetes Obes Metab. 
2008;10(4):271-8.

33.	Takiuchi S, Kamide K, Miwa Y, Tomiyama M, Yoshii M, Matayoshi T, et 
al. Diagnostic value of carotid intima–media thickness and plaque score 
for predicting target organ damage in patients with essential hypertension. 
J Hum Hypertens. 2004;18(1):17-23.

34.	Maier JA, Voulalas P, Roeder D, Maciag T. Extension of the life-span of 
human endothelial cells by an interleukin-1 alpha antisense oligomer. 
Science. 1990;249(4976):1570-4.

35.	Mookherjee S, Banerjee D, Chakraborty S, Banerjee A, Mukhopadhyay I, 
Sen A, et al. Association of IL1A and IL1B loci with primary open angle 
glaucoma. BMC Med Genet. 2010; 11: 99.

36.	Congrains A, Kamide K, Katsuya T, Yasuda O, Oguro R, Yamamoto K, 
et al. CVD-associated non-coding RNA, ANRIL, modulates expression 
of atherogenic pathways in VSMC. Biochem Biophys Res Commun. 
2012;419(4):612-6.

37.	Libby P, Ridker PM, Maseri A. Inflammation and atherosclerosis. 
Circulation. 2002;105(9):1135-43.

38.	Csiszar A, Wang M, Lakatta EG, Ungvari Z. Inflammation and endothelial 
dysfunction during aging: role of NF-kappaB. J Appl Physiol (1985). 
2008;105(4):1333-41.

39.	Yap KL, Li S, Muñoz-Cabello AM, Raguz S, Zeng L, Mujtaba S, et al. 
Molecular interplay of the noncoding RNA ANRIL and methylated 
histone H3 lysine 27 by polycomb CBX7 in transcriptional silencing of 
INK4a. Mol Cell. 2010;38(5):662-74.

40.	Brown Z, Gerritsen ME, Carley WW, Strieter RM, Kunkel SL, Westwick 
J. Chemokine gene expression and secretion by cytokine-activated human 
microvascular endothelial cells. Differential regulation of monocyte 
chemoattractant protein-1 and interleukin-8 in response to interferon-
gamma. Am J Pathol. 1994;145(4):913-21.

41.	Sen Banerjee S, Lin Z, Atkins GB, Greif DM, Rao RM, Kumar A, et al. 
KLF2 Is a novel transcriptional regulator of endothelial proinflammatory 
activation. J Exp Med. 2004;199(10):1305-15. 

https://www.ncbi.nlm.nih.gov/pubmed/10496532
https://www.ncbi.nlm.nih.gov/pubmed/10496532
https://www.ncbi.nlm.nih.gov/pubmed/19805069
https://www.ncbi.nlm.nih.gov/pubmed/19805069
https://www.ncbi.nlm.nih.gov/pubmed/19805069
https://www.ncbi.nlm.nih.gov/pubmed/19805069
https://www.ncbi.nlm.nih.gov/pubmed/7628547
https://www.ncbi.nlm.nih.gov/pubmed/7628547
https://www.ncbi.nlm.nih.gov/pubmed/7628547
https://www.ncbi.nlm.nih.gov/pubmed/3877078
https://www.ncbi.nlm.nih.gov/pubmed/3877078
https://www.ncbi.nlm.nih.gov/pubmed/3877078
https://www.ncbi.nlm.nih.gov/pubmed/3877078
https://www.ncbi.nlm.nih.gov/pubmed/22521751
https://www.ncbi.nlm.nih.gov/pubmed/22521751
https://www.ncbi.nlm.nih.gov/pubmed/18302763
https://www.ncbi.nlm.nih.gov/pubmed/18302763
https://www.ncbi.nlm.nih.gov/pubmed/18302763
https://www.ncbi.nlm.nih.gov/pubmed/10227295
https://www.ncbi.nlm.nih.gov/pubmed/10227295
https://www.ncbi.nlm.nih.gov/pubmed/10227295
https://www.ncbi.nlm.nih.gov/pubmed/10227295
https://www.ncbi.nlm.nih.gov/pubmed/17673705
https://www.ncbi.nlm.nih.gov/pubmed/17673705
https://www.ncbi.nlm.nih.gov/pubmed/15761189
https://www.ncbi.nlm.nih.gov/pubmed/15761189
https://www.ncbi.nlm.nih.gov/pubmed/15761189
https://www.ncbi.nlm.nih.gov/pubmed/15761189
https://www.ncbi.nlm.nih.gov/pubmed/19815564
https://www.ncbi.nlm.nih.gov/pubmed/19815564
https://www.ncbi.nlm.nih.gov/pubmed/19815564
https://www.ncbi.nlm.nih.gov/pubmed/18333887
https://www.ncbi.nlm.nih.gov/pubmed/18333887
https://www.ncbi.nlm.nih.gov/pubmed/18333887
https://www.ncbi.nlm.nih.gov/pubmed/14688806
https://www.ncbi.nlm.nih.gov/pubmed/14688806
https://www.ncbi.nlm.nih.gov/pubmed/14688806
https://www.ncbi.nlm.nih.gov/pubmed/14688806
https://www.ncbi.nlm.nih.gov/pubmed/2218499
https://www.ncbi.nlm.nih.gov/pubmed/2218499
https://www.ncbi.nlm.nih.gov/pubmed/2218499
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2909939/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2909939/
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2909939/
https://www.ncbi.nlm.nih.gov/pubmed/22382030
https://www.ncbi.nlm.nih.gov/pubmed/22382030
https://www.ncbi.nlm.nih.gov/pubmed/22382030
https://www.ncbi.nlm.nih.gov/pubmed/22382030
https://www.ncbi.nlm.nih.gov/pubmed/11877368
https://www.ncbi.nlm.nih.gov/pubmed/11877368
https://www.ncbi.nlm.nih.gov/pubmed/18599677
https://www.ncbi.nlm.nih.gov/pubmed/18599677
https://www.ncbi.nlm.nih.gov/pubmed/18599677
https://www.ncbi.nlm.nih.gov/pubmed/7943180
https://www.ncbi.nlm.nih.gov/pubmed/7943180
https://www.ncbi.nlm.nih.gov/pubmed/7943180
https://www.ncbi.nlm.nih.gov/pubmed/7943180
https://www.ncbi.nlm.nih.gov/pubmed/7943180
https://www.ncbi.nlm.nih.gov/pubmed/15136591
https://www.ncbi.nlm.nih.gov/pubmed/15136591
https://www.ncbi.nlm.nih.gov/pubmed/15136591

	Title
	Abstract
	Introduction
	Results
	Expression of ANRIL is associated with chronological age
	Profiling of genetic effects of ANRIL
	Senescence markers are also down-regulated by ANRIL in aortic endothelial cells

	Experimental Procedure
	Study sample
	Cell culture
	RT-PCR based profiling assay
	siRNA-mediated ANRIL knock-down
	RT-PCR
	RNA extraction
	Immunofluorescence
	Statistical analysis

	Discussion
	References
	Table 1
	Table 2
	Figure 1
	Figure 2
	Figure 3

