
 



Supplementary Figure 1 Forest plots including the weighted median, 

simple mode, weighted mode, and mendelian randomization-Egger regression 

methods showed the causal associations between liver cirrhosis and 

immune cell traits. CI: Confidence interval; OR: Odds ratio; TBNK: T cells, B cells, 

and natural killer cells; cDC: Conventional dendritic cells; CD: Cluster of differentiation; 

BAFF: B-cell-activating factor; HLA: Human leukocyte antigen; DR: Dweller region; AC: 

Absolute count; MDSC: Myeloid-derived suppressor cells; NKT: Natural killer T cells; 

NK: Natural killer; CCR2: C-C motif chemokine receptor 2; MR: Mendelian 

randomization. 

 

 

Supplementary Figure 2 Leave-one-out method shown that the data were 

robust in the forward sensitivity analyses. MR: Mendelian randomization. 



 

 

Supplementary Figure 3 Funnel plots shown that the data were robust in 

the forward sensitivity analyses. 

 



 



Supplementary Figure 4 Forest plots including the weighted median, 

simple mode, weighted mode, and MR-Egger regression methods showed 

the causal associations between immune cell traits and liver cirrhosis. CI: 

Confidence interval; OR: Odds ratio; TBNK: T cells, B cells, and natural killer cells; cDC: 

Conventional dendritic cells; CD: Cluster of differentiation; AC: Absolute count; DR: 

Dweller region; FSC-A: Forward scatter-A; SSC-A: Side scatter-A; MDSC: 

Myeloid-derived suppressor cells; MR: Mendelian randomization. 

 

 

Supplementary Figure 5 Leave-one-out method shown that the data were 

robust in the reverse sensitivity analysis. 

 

 



 

Supplementary Figure 6 Funnel plots shown that the data were robust in 

the in the reverse sensitivity analysis. 

 

 

 


