Supplementary Materials
The selection of appropriate statistical tests for group comparisons was guided by formal assessment of distributional normality rather than by convention. For each continuous variable, the Shapiro–Wilk test was applied independently to the control and CVD groups [Shapiro and Wilk, 1965]. Full results are provided in Supplementary Table S1.
Superoxide dismutase (SOD) activity was normally distributed in the control group (W = 0.983, p = 0.669) and catalase (CAT) activity was normally distributed in controls (W = 0.952, p = 0.348). These variables were therefore analysed using Student's t-test and presented as mean ± SEM.
All four lectin pathway gene expression variables and lipid peroxidation (MDA) showed significant departure from normality in one or both groups (Shapiro–Wilk p < 0.0001 in all cases), consistent with the log-normal distribution characteristic of relative quantification data derived from RT-qPCR [Yuan et al., 2006]. This is expected: the 2−ΔΔCt relative quantification method produces ratio-scale data that are inherently right-skewed  small fold changes cluster near zero while large fold changes produce a long right tail. Applying a parametric t-test to such data can produce false-negative results when the skew shifts the mean away from the median, as occurred in this study for MBL2 (t-test p = 0.444 vs. Mann–Whitney p = 0.017). These variables were therefore analysed using the two-sided Mann–Whitney U test [Mann and Whitney, 1947] and are presented as median [IQR]. Rank-biserial r was computed as the effect size measure for all Mann–Whitney comparisons [Kerby, 2014].
Note on SOD in the CVD group: although SOD was non-normally distributed in CVD patients (W = 0.945, p < 0.001), it was normally distributed in controls. Given that the Student's t-test is robust to non-normality in larger samples (n = 100) by the central limit theorem, and that the Mann–Whitney U test for SOD also yielded p < 0.0001 (U = 3588, rank-biserial r = −0.435), the substantive conclusion for SOD is unchanged regardless of test choice. The t-test result is reported in the main text to maintain consistency with the original manuscript for this variabl

















Supplementary Table S1. Complete Descriptive Statistics for All Continuous Variables

	Variable
	Group
	n
	Mean
	SD
	SEM
	Median
	Q1
	Q3
	Min
	Max

	SOD
	Control
	50
	56.657
	8.254
	1.179
	55.949
	51.929
	62.817
	32.139
	75.335

	SOD
	CVD
	100
	49.041
	10.071
	1.012
	50.487
	42.993
	55.912
	4.641
	69.792

	CAT
	Control
	50
	0.304
	0.190
	0.041
	0.271
	0.141
	0.417
	0.048
	0.720

	CAT
	CVD
	100
	0.291
	0.205
	0.021
	0.223
	0.156
	0.362
	0.053
	0.991

	MDA (LP)
	Control
	50
	1.139
	1.157
	0.165
	0.734
	0.441
	1.554
	0.195
	5.926

	MDA (LP)
	CVD
	100
	2.429
	2.435
	0.245
	1.479
	0.490
	3.609
	0.117
	10.843

	MBL2
	Control
	50
	1.225
	1.129
	0.161
	0.990
	0.752
	1.400
	0.120
	8.110

	MBL2
	CVD
	100
	1.066
	1.216
	0.122
	0.812
	0.393
	1.168
	0.000
	8.442

	MASP1
	Control
	50
	2.425
	4.318
	0.617
	1.050
	0.544
	1.386
	0.006
	18.904

	MASP1
	CVD
	100
	1.108
	1.486
	0.149
	0.708
	0.473
	1.101
	0.006
	9.147

	MASP2
	Control
	50
	1.775
	2.464
	0.352
	1.008
	0.507
	1.679
	0.064
	12.425

	MASP2
	CVD
	100
	0.726
	0.593
	0.060
	0.627
	0.376
	0.921
	0.001
	4.344

	SERPING1
	Control
	50
	1.347
	1.049
	0.150
	1.196
	0.782
	1.395
	0.060
	5.671

	SERPING1
	CVD
	100
	3.116
	3.653
	0.367
	1.963
	0.886
	3.976
	0.003
	26.744



Table S1: Data presented for control (white rows) and CVD (yellow rows) groups. SD = standard deviation; SEM = standard error of the mean; Q1 = 25th percentile; Q3 = 75th percentile. Gene expression variables and lipid peroxidation (MDA) show markedly higher SD relative to mean and greater max values, reflecting the right-skewed distributions confirmed by Shapiro–Wilk testing (Supplementary Table S1). SOD and CAT are presented with SEM as primary measure of central tendency uncertainty; gene expression and MDA variables should be interpreted using median and IQR. Abbreviations: LP, lipid peroxidation; MDA, malondialdehyde; SD, standard deviation; SEM, standard error of the mean.










Supplementary Table S2. Shapiro–Wilk Normality Test Results for All Continuous Variables
	Variable
	Control Group
	CVD Group

	Variable
	n
	W statistic
	p-value
	Normal?
	n
	W statistic
	p-value
	Normal?

	SOD
	50
	0.983
	0.669
	Yes
	100
	0.945
	< 0.001
	No

	CAT
	50
	0.952
	0.348
	Yes
	100
	0.834
	< 0.001
	No

	Lipid peroxidation (MDA)
	50
	0.677
	< 0.001
	No
	100
	0.835
	< 0.001
	No

	MBL2
	50
	0.520
	< 0.001
	No
	100
	0.702
	< 0.001
	No

	MASP1
	50
	0.499
	< 0.001
	No
	100
	0.544
	< 0.001
	No

	MASP2
	50
	0.565
	< 0.001
	No
	100
	0.801
	< 0.001
	No

	SERPING1
	50
	0.779
	< 0.001
	No
	100
	0.690
	< 0.001
	No



Table S2: Green shading = normally distributed (p > 0.05); red shading = non-normally distributed (p ≤ 0.05). Variables highlighted in red were analysed using the Mann–Whitney U test. Shapiro–Wilk test performed using GraphPad Prism® 8.0.













Supplementary Table S3. Within-CVD Group Spearman Rank Correlations: Age versus Lectin Pathway Gene Expression
	Gene
	n
	Spearman ρ
	95% CI lower
	95% CI upper
	p-value
	Significance

	MBL2
	100
	-0.133
	-0.325
	0.080
	0.188
	ns

	MASP1
	100
	0.021
	-0.170
	0.220
	0.832
	ns

	MASP2
	100
	0.087
	-0.117
	0.291
	0.390
	ns

	SERPING1
	100
	-0.067
	-0.257
	0.124
	0.505
	ns



Table S3: Spearman rank correlation coefficients (ρ) with bootstrapped 95% confidence intervals (2,000 resamples) are reported for each gene versus patient age within the CVD cohort (n = 100). No significant correlations were identified (all p > 0.05), indicating that inter-individual variation in gene expression among CVD patients is not explained by chronological age. ns = not significant [Spearman, 1904].


Supplementary Table S4. Within-Control Group Spearman Rank Correlations: Age versus Lectin Pathway Gene Expression
	Gene
	n
	Spearman ρ
	95% CI lower
	95% CI upper
	p-value
	Significance

	MBL2
	50
	-0.190
	-0.469
	0.119
	0.186
	ns

	MASP1
	50
	-0.190
	-0.465
	0.100
	0.185
	ns

	MASP2
	50
	-0.428
	-0.622
	-0.201
	0.002
	**

	SERPING1
	50
	-0.438
	-0.650
	-0.160
	0.002
	**



Table S4: Spearman rank correlation coefficients (ρ) with bootstrapped 95% confidence intervals (2,000 resamples) are reported for each gene versus age within the healthy control group (n = 50). MASP2 (ρ = −0.428, p = 0.002) and SERPING1 (ρ = −0.438, p = 0.002) showed significant negative age correlations in controls, suggesting physiological age-related modulation of these lectin pathway genes in the healthy vascular state. **p < 0.01; ns = not significant [Spearman, 1904].


