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ORIGINAL RESEARCH

Causal Effects of YKL- 40 on Ischemic 
Stroke and Its Subtypes: A 2- Sample 
Mendelian Randomization Study
Qingyun Xu , MD;* Lulu Sun , MD;* Yinan Wang , MD; Ruirui Wang , MD; Yiming Jia , MD;  
Daoxia Guo , MD, PhD; Mengyao Shi , MD, PhD; Pinni Yang , MD; Yonghong Zhang , MD, PhD; 
Zhengbao Zhu , MD, PhD

BACKGROUND: Chitinase- 3 like protein 1 (CHI3L1, YKL- 40) was reported to be implicated in the development of ischemic stroke, 
but whether the association between them was causal remained unclear. We conducted a 2- sample Mendelian randomization 
study to explore the associations of genetically determined plasma YKL- 40 with ischemic stroke and its subtypes (large artery 
stroke, small vessel stroke, and cardioembolic stroke).

METHODS AND RESULTS: Based on genome- wide association study data of 3394 European- descent individuals, we selected 13 
single- nucleotide polymorphisms associated with plasma YKL- 40 as genetic instruments. Summary data about ischemic stroke 
and its subtypes were obtained from the Multiancestry Genome- wide Association Study of Stroke Consortium, involving 34 217 is-
chemic stroke cases and 406 111 controls of European ancestry. We used the inverse- variance weighted method followed by a se-
ries of sensitivity analyses to assess the causal associations of plasma YKL- 40 with ischemic stroke and its subtypes. The primary 
analysis showed that genetically determined high YKL- 40 levels were associated with increased risks of large artery stroke (odds 
ratio [OR], 1.08 [95% CI, 1.04– 1.12]; P=1.73×10−4) and small vessel stroke (OR, 1.05 [95% CI, 1.01– 1.09]; P=7.96×10−3) but not with 
ischemic stroke or cardioembolic stroke. Sensitivity analyses further confirmed these associations, and Mendelian randomization- 
Egger indicated no evidence of genetic pleiotropy. In addition, supplementary analysis based on the summary data from the Olink 
proximity extension assay cardiovascular I (Olink CVD- I) panel showed that high YKL- 40 levels were positively associated with the 
risks of large artery stroke (OR, 1.15 [95% CI, 1.08– 1.22]; P=4.16×10−6) but not with small vessel stroke.

CONCLUSIONS: Genetically determined high plasma YKL- 40 levels were causal associated with increased risks of large artery 
stroke.

Key Words: large artery stroke ■ Mendelian randomization ■ small vessel stroke ■ YKL- 40

In 2019, there were 101 million stroke cases globally, in 
which 77.19 million were ischemic stroke.1 In the past 
decades, intervention strategies for ischemic stroke 

have made great progress, but ischemic stroke remains a 
major public health challenge.2 Ischemic stroke is a com-
plex disease with multiple pathophysiological pathways, 

and the established traditional risk factors can only ex-
plain part of the risk of ischemic stroke.3 Therefore, it is 
urgent for us to accurately identify novel biomarkers for 
the prediction and prevention of ischemic stroke.

Chitinase- 3 like protein 1 (CHI3L1, YKL- 40), a 40 kDa 
heparin and chitin binding glycoprotein, is a member 
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of the mammalian chitinase- like proteins produced by 
lipid- laden macrophages inside the vessel wall.4,5 YKL- 
40 has been widely suggested to play a major role in 
the progress of inflammation and endothelial dysfunc-
tion.6,7 Several previous observational studies have re-
ported a significant association between high YKL- 40 
and increased risk of ischemic stroke.8,9 However, it is 
difficult to draw definitive conclusions about the cau-
sality of the association in observational studies be-
cause of residual confounding and reverse causation 
biases. Therefore, further studies that may provide 
novel clues for the prevention strategies of ischemic 
stroke are needed to explore the potential causality for 
the relationship between YKL- 40 and ischemic stroke.

Mendelian randomization (MR) is an emerging 
method that uses genetic variants associated with the 
exposure as instrumental variables to estimate the po-
tential causal associations between the exposures and 
the outcomes.10 Potential unmeasured confounders 

and reverse causation can be minimized in the MR 
study because of random inheritance of parental ge-
netic variants at conception.10– 12 Two- sample MR uses 
genetic variants that are associated with the exposure 
and outcome from 2 separate population studies and 
can increase the scope for application of the MR meth-
odology.13 Herein, we performed 2- sample MR analy-
ses to explore the potential causal effects of genetically 
determined plasma YKL- 40 levels on the risks of isch-
emic stroke and its 3 subtypes (large artery stroke 
[LAS], small vessel stroke [SVS], and cardioembolic 
stroke [CES]).

METHODS
Study Design
The data and methods that support the findings of 
this study are available from the corresponding au-
thor upon reasonable request. The present study fol-
lowed the STROBE- MR (Strengthening the Reporting 
of Observational Studies in Epidemiology using MR) 
guidelines.14 As shown in Figure  1, we designed a 
2- sample MR study to investigate the associations of 
genetically determined plasma YKL- 40 levels with the 
risks of ischemic stroke and its subtypes. There are 3 
assumptions for MR design: (1) genetic variants directly 
affect exposures, (2) genetic variants are independent 
of potential confounders, and (3) genetic variants af-
fect outcomes only through the effects on exposures. 
The summary- level data for plasma YKL- 40 levels were 
obtained from the genome- wide association studies 
(GWASs) in the IMPROVE study (Carotid Intima Media 
Thickness and Intima Media Thickness- Progression 
as Predictors of Vascular Events in a High- Risk 

CLINICAL PERSPECTIVE

What Is New?
• To our knowledge, this is the first study to in-

vestigate the associations of genetically deter-
mined plasma YKL- 40 with ischemic stroke and 
its subtypes via the 2- sample Mendelian rand-
omization analysis.

• Based on well- designed large- scale genome- 
wide association studies, we found that ge-
netically determined high YKL- 40 levels were 
associated with increased risks of large artery 
stroke.

What Are the Clinical Implications?
• The present Mendelian randomization study 

demonstrated the potential causal relationships 
between plasma YKL- 40 and the risk of large 
artery stroke from the genetic insights, sug-
gesting that YKL- 40 might be a promising bio-
marker to identify high- risk individuals for active 
monitoring and early intervention of large artery 
stroke.

Nonstandard Abbreviations and Acronyms

IVW inverse- variance weighted
MEGASTROKE Multiancestry Genome- Wide 

Association Study of Stroke 
Consortium Mendelian 
randomization

MR- PRESSO Mendelian Randomization 
Pleiotropy Residual Sum and 
Outlier

Figure 1. Conceptual framework for Mendelian 
randomization of plasma YKL- 40 levels and the risk of 
ischemic stroke.
The assumption is that (1) instrumental variables are associated 
with plasma YKL- 40 levels, (2) instrumental variables are not 
associated with confounders, (3) and instrumental variables 
affect ischemic stroke or its subtypes only through the effects 
on plasma YKL- 40 levels. SNP indicates single- nucleotide 
polymorphism.
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European Population).15 Summary statistics about is-
chemic stroke and its subtypes were obtained from 
GWAS launched by the International Stroke Genetics 
Consortium (Multiancestry Genome- Wide Association 
Study of Stroke Consortium Mendelian randomiza-
tion [MEGASTROKE]).16 All participants in the present 
MR analysis were subjects of European ancestry. The 
protocol and data were approved by the ethics com-
mittee of the original GWASs, and written informed 
consent was obtained from each participant before 
data collection.

Selection of Instrumental Variables for 
Plasma YKL- 40
The genetic data of plasma YKL- 40 were obtained 
from the GWASs of 83 proteins with ≈5 million single- 
nucleotide polymorphisms (SNPs) among 3394 
European- descent individuals in the IMPROVE study 
(available from the IEU GWAS database: https://gwas.
mrcieu.ac.uk/).15 In the present study, the SNPs that 
were identified to be associated with plasma YKL- 40 lev-
els at the genome- wide significance level (P<5.0×10−8) 
and were not in linkage disequilibrium with other SNPs 
(r2<0.3 within a clumping window of 10 000 kb) were 
selected as genetic instruments for plasma YKL- 40 
levels. To better control the pleiotropy between SNPs, 
only cis- protein quantitative trait loci (limits SNP- gene 
distances to 1 Mb or less of YKL- 40/CHI3L1) were 
screened as final instrumental variables. Overall, a 
total of 13 SNPs (rs10920579, rs17511046, rs2993655, 
rs61821143, rs6696205, rs2071579, rs2486961, 
rs883125, rs7551263, rs1845466, rs12410110, 
rs4950877, rs12033162) were selected as genetic in-
struments for plasma YKL- 40 levels in this MR study, 
and all were located on chromosome 1 (Table 1).

Data Source for Ischemic Stroke and Its 
Subtypes
In the present study, summary data for the associations 
of each SNP with ischemic stroke and its 3 main sub-
types (LAS, SVS, and CES) were derived from the previ-
ously published GWAS released by the MEGASTROKE 
project (https://gwas.mrcieu.ac.uk/).16 Briefly, the 
MEGASTROKE was the largest international collabo-
ration of stroke launched by the International Stroke 
Genetics consortium. This IMPROVE study data set was 
a meta- analysis of 29 European- ancestry GWASs with 
8 million SNPs for associations with ischemic stroke in 
440 328 European participants, including 34 217 cases 
and 406 111 controls.16 Among these ischemic stroke 
cases, 7193 cases were CES, 4373 cases were LAS, 
5386 cases were SVS. The classification of ischemic 
stroke is based on Trial of Org 10 172 in Acute Stroke 
Treatment criteria,17 of which LAS caused by stenosis 
or occlusion of a major brain artery or branch cortical 

artery because of atherosclerosis,18 SVS referring to 
lesions of the small perforating arteries and arterioles 
mainly caused by cerebral microvessel endothelial dys-
function,19 and CES caused by arterial occlusions be-
cause of thrombogenic atrial substrate.20

Statistical Analysis
To minimize the influence of winner- curse bias on our 
study, False Discovery Rate Inverse Quantile 
Transformation, with more accurate and computation-
ally efficient orders of magnitude, was used to obtain 
the adjusted beta by using “winnerscurse” package of 
R software.21 The strength of the instrumental variables 
for plasma YKL- 40 was assessed using the F statistic 
with the formula F =

(

N−K −1

K

)(

R2

1−R2

)

, where R2 was 

the proportion of variation in genetically determined 
plasma YKL- 40 explained by the SNPs, N was the 
sample size, and K was the number of SNPs in geneti-
cally determined plasma YKL- 40.22 An F statistic 
greater than 10 indicates the genetic variants being 
valid instrumental variables in MR study.13 Additionally, 
the statistical power of this MR study was calculated 
using an online web tool named mRnd (https://shiny.
cnsge nomics.com/mRnd/). We used the inverse- 
variance weighted (IVW) method to estimate the asso-
ciations of genetically determined plasma YKL- 40 with 
the risks of ischemic stroke and its subtypes in the 
main analysis.23 Cochran Q statistic was calculated to 
quantify the heterogeneity among the genetic instru-
ments.24 To avoid possible causal estimates bias that 
might be caused by fitting different models, we con-
ducted the fixed- effect IVW model and multiplicative 
random- effect IVW model to further explore the asso-
ciation between YKL- 40 and ischemic stroke and its 
subtypes.25,26

A series of sensitivity analyses, including maximum 
likelihood, MR- Robust Adjusted Profile Score anal-
ysis, MR- Pleiotropy Residual Sum and Outlier (MR- 
PRESSO) analysis, MR- Egger regression analysis, 
and leave- one- out analysis, were performed to assess 
the robustness of our findings because of their resil-
ience to violations of certain assumptions underlying 
the MR study. In the presence of measurement error 
in the SNP- exposure effect, the maximum likelihood 
method helps provide more reliable estimates.27 The 
MR- Robust Adjusted Profile Score analysis models the 
pleiotropic effects of genetic variants directly using a 
random effects distribution and might solve the bias 
of horizontal pleiotropy and weak instruments.28,29 The 
MR- PRESSO is used to identify potential outliers and 
might provide a robust estimate with outlier correc-
tion.30 In addition, we used the MR- Egger regression 
method to evaluate the average pleiotropic effects 
across all SNPs via the intercept term.31,32 Finally, the 
iterative leave- one- out analysis was conducted to 

https://gwas.mrcieu.ac.uk/
https://gwas.mrcieu.ac.uk/
https://gwas.mrcieu.ac.uk/
https://shiny.cnsgenomics.com/mRnd/
https://shiny.cnsgenomics.com/mRnd/
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identify outlying or pleiotropic genetic variants by leav-
ing each of them out of the MR analysis in turn.30,31 
To verify the robustness of our findings, we further 
used summary data of YKL- 40 from GWAS data set 
of the Olink proximity extension assay cardiovascu-
lar I (Olink CVD- I) panel  (https://pubmed.ncbi.nlm.nih.
gov/33067605) to assess the associations of YKL- 40 
with ischemic stroke and its subtypes as supplemen-
tary analysis. Given that splice- site mutation could 
change protein conformation and function,33,34 we 
also performed supplementary analysis by removing 
SNPs that were in the range of 500 base pairs (bp) of 
the splice site based on the location information in the 
National Center for Biotechnology Imformation website 
(http://www.ncbi.nih.gov/).

Results in this MR study were presented as odds 
ratios (ORs) with their 95% CIs of the outcomes (isch-
emic stroke, LAS, SVS, and CES) per SD increase in 
genetically determined log- transformed plasma YKL- 
40 levels. For all outcomes, a Bonferroni- corrected 
significance level of 2- sided P<0.0125 (0.05/4 [isch-
emic stroke and its 3 subtypes]) was considered sta-
tistically significant. All analyses were performed using 
R packages named winnerscurse, gtx, MR- PRESSO, 
MendelianRandomization, and TwoSampleMR in R 
software (version 4.1.0; R Development Core Team).

RESULTS
Genetic Instruments
A total of 13 SNPs were selected as instrumental vari-
ables for plasma YKL- 40 in this study (Table 1), and the 
phenotypic variance explained by these 13 SNPs was 
≈38.05% (Table S1). The F statistic for the genetic instru-
ments of plasma YKL- 40 was 159.73, suggesting that 
there was little weak instrument bias in the present study.

Associations Between Genetically 
Determined Plasma YKL- 40 and Ischemic 
Stroke
Given the Q statistic and Q statistic associated P value 
of Cochran Q test, we inferred no heterogeneity across 
the genetic instruments (all P>0.05) (Table  S2). As 
shown in Figure  2, the IVW analysis with fixed effect 
model showed that genetically determined high plasma 
YKL- 40 levels were positively associated with the risks 
of LAS (OR per SD increase, 1.08 [95% CI, 1.04– 1.12]; 
P=1.73×10−4) and SVS (OR per SD increase, 1.05 [95% 
CI, 1.01– 1.09]; P=7.96×10−3). In contrast, no statistical 
evidence was found for the association of genetically de-
termined YKL- 40 levels with ischemic stroke (OR per SD 
increase, 1.00 [95% CI, 0.98– 1.01]; P=0.753) or CES (OR 
per SD increase, 0.97 [95% CI, 0.94– 0.99]; P=0.020). 
In the IVW analysis fitting multiplicative random effects Ta
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model, genetically determined high plasma YKL- 40 lev-
els were significantly associated with the risks of LAS (OR 
per SD increase, 1.08 [95% CI, 1.02– 1.13]; P=4.12×10−3) 
and SVS (OR per SD increase, 1.06 [95% CI, 1.01– 1.09]; 
P=8.82×10−3) but not with ischemic stroke (OR per SD 
increase, 1.00 [95% CI, 0.98– 1.01]; P=0.705) or CES (OR 
per SD increase, 0.97 [95% CI, 0.93– 1.00]; P=0.031). 
Associations between each instrumental variables for 
plasma YKL- 40 levels and the risks of LAS and SVS are 
presented in Figure S1. Table S3 reveals that removing 2 
possible outlier SNPs (rs17511046 and rs12410110) ac-
cording to Figure S1 did not mask our findings.

Sensitivity Analyses
In the sensitivity analyses indicated in Table 2, geneti-
cally determined plasma YKL- 40 levels are shown to 
be associated with LAS using the maximum likelihood 
method (OR, 1.08 [95% CI, 1.04– 1.12]; P=1.82×10−4) and 
MR Robust Adjusted Profile Score method (OR, 1.08 
[95% CI, 1.04– 1.12]; P=1.82×10−4). In addition, geneti-
cally determined high plasma YKL- 40 levels were also 
associated with the increased risk of SVS in the sensitiv-
ity analyses with the maximum likelihood method (OR, 
1.05 [95% CI, 1.01– 1.09]; P=7.95×10−3) and MR Robust 
Adjusted Profile Score (OR, 1.05 [95% CI, 1.01– 1.09]; 
P=8.16×10−3) methods. Notably, the risk of LAS (OR, 
1.08 [95% CI, 1.02– 1.13]; P=0.014) and SVS (OR, 1.05 
[95% CI, 1.01– 1.09]; P=0.022) increased with a gradual 
increase of genetically determined plasma YKL- 40 lev-
els in MR- PRESSO method, while the associations did 
not reach the Bonferroni- corrected significance levels. 
Besides, because there was no difference between 
MR- PRESSO global test and MR- PRESSO outlier test, 

we indicated that horizontal pleiotropic outlier variants 
are unlikely to exist in these instrumental variables.28 
Furthermore, the intercept term of MR- Egger regression 
showed that our findings were not susceptible to the ef-
fects of the horizontal pleiotropy on the associations of 
plasma YKL- 40 with ischemic stroke (odds [intercept]: 
1.02 [95% CI, 1.00– 1.04]; P=0.049), LAS (odds [inter-
cept]: 1.07 [95% CI, 1.02– 1.13]; P=0.025), SVS (odds 
[intercept]: 1.05 [95% CI, 1.00– 1.10]; P=0.033) and CES 
(odds [intercept]: 1.02 [95% CI, 0.98– 1.06]; P=0.414). 
Leave- one- out analysis showed that the associations 
of genetically determined plasma YKL- 40 levels with is-
chemic stroke and its subtypes were not driven by any 
individual SNP (Figures S2 through S5).

In the supplementary analysis based on the sum-
mary data from the Olink CVD- I panel, a total of 40 
SNPs were selected as instrumental variants of YKL- 
40 (Table S4). Our results showed that genetically de-
termined high levels of YKL- 40 were associated with 
increased risks of LAS (OR, 1.15 [95% CI, 1.08– 1.22]; 
P=4.16×10−6; Table 3). In further supplementary anal-
ysis by removing 2 SNPs within 500 bp of splice site 
(rs2486961 and rs4950877), our results still showed 
a significant association of genetically determined 
YKL- 40 levels with LAS (OR, 1.08 [95% CI, 1.03– 1.12]; 
P=3.26×10−4; Table 3; Table S5).

DISCUSSION
To the best of our knowledge, this is the first study 
to investigate the associations of genetically deter-
mined plasma YKL- 40 with ischemic stroke and its 
subtypes via the 2- sample MR analysis. Based on the 

Figure 2. Associations of genetically determined plasma YKL- 40 levels with the risks of ischemic stroke and its subtypes 
in the inverse- variance weighted Mendelian randomization analysis with fixed effects model and the multiplicative random 
effects model.
Effect estimates are presented as odds ratio (95% CI) per SD increase in genetically determined log- transformed plasma YKL- 40 
levels. IVW indicates inverse- variance weighted; nSNP, number of single- nucleotide polymorphism; and OR, odds ratio.
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large- scale GWAS from the MEGASTROKE consor-
tium, we found that genetically determined high YKL- 
40 levels were associated with increased risks of LAS 
and SVS but not with ischemic stroke or CES with a 
series of sensitivity analyses confirming. Further sup-
plementary analysis showed that genetically deter-
mined high YKL- 40 levels was positively associated 
with the risk of LAS but not SVS, which suggested 
that plasma YKL- 40 levels might play a critical role in 
the development of LAS.

In the past decades, there have been several ob-
servational studies suggesting the significant associ-
ations of YKL- 40 with the risks of ischemic stroke and 
its subtypes.8,9,35 For example, in an analysis based 
on the 141 patients with LAS and 85 controls, serum 
YKL- 40 level was significantly higher among patients 
with LAS than that among controls.35 In a cohort 
study with 8899 participants from the Copenhagen 
City Heart Study, high plasma YKL- 40 levels were re-
ported to be associated with increased risk of isch-
emic stroke.8 Another cohort study conducted in the 
Danish population revealed that elevated YKL- 40 lev-
els were associated with increased risk of first- time 
stroke during the 15- year follow- up period.9 Therefore, 
it was hypothesized that YKL- 40 might be a causal 
risk factor for ischemic stroke. However, the associa-
tion between YKL- 40 and ischemic stroke might also 
be attributable to shared underlying risk factors (con-
founding) or ischemic stroke might causally influence 
the YKL- 40 levels (reverse causation). Compared with 
traditional observational studies, our MR study used 
the genetic variants associated with YKL- 40 as instru-
ments to estimate the association between genetically 
determined plasma YKL- 40 levels and ischemic stroke 
without confounding and reverse causation biases. In 
this large- scale MR study, we found YKL- 40 to be as-
sociated with LAS but not ischemic stroke. This may 
be because of the relatively low proportion of LAS in 
GWAS of ischemic stroke, and other subtypes of isch-
emic stroke attenuated the effect of YKL- 40 on overall 
ischemic stroke.

Several possible pathophysiological mechanisms 
underlying the detrimental effect of YKL- 40 on the 
risks of LAS have been suggested by previous stud-
ies, including endothelial dysfunction, accelerated 

Table 2. Summary Mendelian Randomization Statistical 
Analyses for the Effect of Genetically Determined Plasma 
YKL- 40 Levels on the Risks of Ischemic Stroke and Its 
Subtypes

Outcome Parameter OR (95% CI) P value

IS

Maximum 
likelihood

OR 1.00 (0.98– 1.01) 0.751

MR- RAPS OR 1.00 (0.98– 1.01) 0.755

MR 
PRESSO

OR 1.00 (0.98– 1.01) 0.711

Outlier- corrected 
OR

1.00 (0.98– 1.01) 0.711

MR- Egger OR 0.97 (0.92– 1.01) 0.138

Odds (intercept) 1.02 (1.00– 1.04) 0.049

LAS

Maximum 
likelihood

OR 1.08 (1.04– 1.12) 1.82×10−4

MR- RAPS OR 1.08 (1.04– 1.12) 1.66×10−4

MR 
PRESSO

OR 1.08 (1.02– 1.13) 0.014

Outlier- corrected 
OR

1.08 (1.02– 1.13) 0.014

MR- Egger OR 0.93 (0.83– 1.05) 0.261

Odds (intercept) 1.07 (1.02– 1.13) 0.025

SVS

Maximum 
likelihood

OR 1.05 (1.01– 1.09) 7.95×10−3

MR- RAPS OR 1.05 (1.01– 1.09) 8.16×10−3

MR 
PRESSO

OR 1.05 (1.01– 1.09) 0.022

Outlier- corrected 
OR

1.05 (1.01– 1.09) 0.022

MR- Egger OR 0.95 (0.86– 1.05) 0.336

Odds (intercept) 1.05 (1.00– 1.10) 0.033

CES

Maximum 
likelihood

OR 0.96 (0.94– 0.99) 0.020

MR- RAPS OR 0.96 (0.94– 0.99) 0.020

MR 
PRESSO

OR 0.97 (0.93– 1.00) 0.052

Outlier- corrected 
OR

0.97 (0.93– 1.00) 0.052

MR- Egger OR 0.93 (0.85– 1.02) 0.148

Odds (intercept) 1.02 (0.98– 1.06) 0.414

CES indicates cardioembolic stroke; IS, ischemic stroke; IVW, inverse- 
variance weighted method; LAS, large artery stroke; MR- PRESSO, MR 
Pleiotropy Residual Sum and Outlier; MR- RAPS, Robust adjusted profile 
score; OR, odds ratio; and SVS, small vessel stroke.

Table 3. Supplementary Analysis for the Associations of 
Genetically Determined Plasma YKL- 40 Levels With the 
Risks of Ischemic Stroke and Its Subtypes

Disease OR (95% CI) P value

Supplementary analysis based on the GWAS of Olink CVD- I panel

IS 1.01 (0.98,1.03) 0.514

LAS 1.15 (1.08,1.22) 4.16×10−6

SVS 1.07 (1.01,1.12) 0.021

CES 0.989 (0.93, 1.04) 0.602

Supplementary analysis by removing 2 SNPs* within 500 bp of splice 
site

IS 1.00(0.98, 1.02) 0.949

LAS 1.08(1.03, 1.12) 3.26×10−4

SVS 1.04(1.00, 1.08) 0.042

CES 0.96(0.93, 0.99) 0.014

CES indicates cardioembolic stroke; IS, ischemic stroke; LAS, large artery 
stroke; Olink CVD- I panel, the Olink proximity extension assay cardiovascular 
I panel; OR, odds ratio; and SVS, small vessel stroke.

*The 2 SNPs within 500 bp of splice site that we removed were rs2486961 
and rs4950877.
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growth, and instability of arteriosclerotic plaques.36– 38 
As a pleiotropic inflammatory factor that affects vas-
cular endothelial cells and macrophage, YKL- 40 can 
activate endothelial cells to express vascular adhe-
sion molecule- 1 and intercellular adhesion molecule- 1, 
thereby injuring the vascular endothelial cells and 
causing endothelial dysfunction.36 In the early stage 
of arterial plaque formation, elevated expression of 
YKL- 40 aggravates atherosclerotic lesions by inhibiting 
macrophage apoptosis in plaques.39 In addition, high 
YKL- 40 levels may specifically cause a loss of stably 
differentiated smooth muscle cell content, leading to 
thinning and rupture of arteriosclerotic plaque caps.40 
Therefore, the detailed mechanism underlying the dif-
ferent associations of YKL- 40 with ischemic stroke and 
its subtypes warrants further study.

Our findings have several important public health 
significances and clinical implications. In the present 
MR study, we demonstrated the potential causal re-
lationships between plasma YKL- 40 and incidence of 
LAS from the genetic insights, which might provide 
novel clues for the prevention of LAS. From findings of 
our study, YKL- 40 might act as a promising biomarker 
to identify high- risk individuals for active monitoring 
and early intervention of LAS. In addition, it is of clinical 
interest to explore whether targeting YKL- 40 could re-
duce the risk of LAS.

The present study has several important strengths. 
First, the MR method used genetic variants as instru-
mental variables to make reasonable inferences for the 
potential causality, which avoided reverse causation and 
confounding biases.41 Second, the genetic instrument 
for YKL- 40 used in our MR study accounted for 38.47% 
of the variances in plasma YKL- 40 with a high F statistic, 
indicating that the 13 SNPs used as proxies for plasma 
YKL- 40 levels in the present MR study were valid genetic 
instruments. Third, the present study was conducted 
based on the largest available GWASs about YKL- 40, 
ischemic stroke, and its subtypes, which enabled us to 
provide a valid appraisal of the association between ge-
netically determined plasma YKL- 40 levels and ischemic 
stroke with high statistical power.

Our study also has some limitations. First, it was 
difficult to completely avoid the impact of the potential 
pleiotropy on the results in the MR study.32 However, 
MR- Egger regression analysis indicated that these as-
sociations were not susceptible to the effects of the 
horizontal pleiotropy. Second, this MR study estimated 
the lifetime effect of plasma YKL- 40 levels on the risk 
of ischemic stroke and its subtypes, so the results 
should not be directly extrapolated to assess the ef-
fect of any potential clinical intervention targeting YKL- 
40. Third, there was potential heterogeneity between 
participants of the MEGASTROKE and the IMPROVE 
cohorts (eg, population health status and ethnicity), 
which possibly had an impact on the results of our 

2- sample MR study.42 Fourth, the participants included 
in the present study were of European ancestry, which 
decreased the possibility of spurious associations be-
cause of population stratification bias but restricted the 
extrapolation of our findings to non- European popula-
tions. Thus, further studies with multiethnic samples 
should be performed to confirm our findings. Fifth, be-
cause of the limitations of MR methodology, we could 
only detect weak instruments, horizontal pleiotropy, or 
heterogeneity via some statistical models, but it was 
hard to quantify these biases. Further studies without 
horizontal pleiotropy and heterogeneity are needed to 
verify our findings. Finally, as a biomarker of cerebro-
spinal fluid neuroinflammation that is encoded by the 
CHI3L1 gene, YKL- 40 is expressed primarily in astro-
cytes in the brain and macrophages in the periphery.43 
However, summary data of YKL- 40/CHI3L1 from cere-
brospinal fluid are still lacking, and the potential causal 
associations between YKL- 40 and the risks of isch-
emic stroke and its subtypes merit further investigation 
if relevant GWAS data sets about YKL- 40/CHI3L1 from 
cerebrospinal fluid are available in the future.

CONCLUSIONS
We found that genetically determined high plasma 
YKL- 40 levels were associated with increased risks of 
LAS, suggesting that plasma YKL- 40 levels might play 
a critical role in the development of LAS. Further stud-
ies are needed to verify our findings and explore the 
detailed mechanism underlying the detrimental effects 
of YKL- 40 on the risk of LAS.
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