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Figure S1 | The psoriatic keratinocytes (KCs) is not occurred UEA-I binding Fucalpha(1,2)
containing oligosaccharides. (A)Uniform Manifold Approximation and Projection (UMAP)
visualization showing 50000 single cells from 5 healthy donors and 3 psoriatic patients sSCRNA-
seq data sets. According to the identified cell marker, 44 clusters of skin were identified. Dots of
different colors represent cells in corresponding clusters.(B) All single-cell N-glycan biosynthesis
activity was scored using the AddModuleScore function in Seurat. UMAP plots visualize cell
score distribution with color gradients reflecting scoring intensity, showcasing the spatial
distribution of cell scores. (C) Fucosylation modification of K17. Cells were immunoprecipitated
with anti-K 17 and immunoblotted as shown. (D) Immunofluorescence staining for AAL and K17,
AAL(Red),K17(green),Scale bar = 20 pm.
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Figure S2 | UMAP plot visualizes the expression levels of fucosyltransferase genes (FUTI,

FUT2,FUT3,FUT4,FUT6,FUTS8 and FUT10)across keratinocyte subpopulations, with FUT5 and
FUT9 exhibiting negligible expression. Gene expression intensity is represented through a color
gradient, where darker colors correspond to higher expression levels.
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Figure S3 | Relative mRNA expression of FUTI11 in IMQ-induced psoriasis-like mice ears.
Results were shown as mean + SD. *P < 0.05, *P < 0.01, ***P < 0.001.
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Figure S4 | Western blot analysis the levels of ubiquitylated via K63 linkage by silencing
FUTII.
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Figure S5 | Immunoprecipitation assays with anti-K17 antibody for Trim21 in keratinocytes
treated with fucosylation inhibitor (2-FF) and siRNA FUT11.
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