Supplementary Materials and Methods
1. RNA Sequencing Data Quality Control
To minimize the impact of technical and biological variability on RNA sequencing data, this study systematically evaluated data quality in terms of biological replicate consistency, inter-group heterogeneity, and expression profile distribution characteristics. First, expression similarity among biological replicates was assessed using the squared Pearson correlation coefficient (R2). The R2 values for all replicates exceeded 0.85, indicating highly consistent expression patterns among samples and good data reproducibility (Fig. S1A). Principal component analysis (PCA) further showed that samples from different treatment groups were clearly separated in the reduced-dimensional space, with no evident overlap or crossover between groups, indicating significant inter-group differences and reasonable sample grouping (Fig. S1B). In addition, violin plots and density distribution plots showed that the overall expression abundance ranges, median expression levels, and density distribution curves were highly consistent across all samples, with no significant shifts in curve peaks or trends (Fig. S1C). These results indicate that no systematic bias was introduced during sequencing, that the overall expression distribution among samples was balanced, and that the data quality meets the requirements for subsequent differential analysis.
[image: ] 
Figure S1. Data quality control of RNA sequencing data. Mice were orally inoculated with or without 2,000 H. nana eggs daily for 2 consecutive days, and ileal tissues were collected on day 14 post-infection for RNA sequencing (n = 3). (A) Pearson correlation heatmap of biological replicates. (B) Principal component analysis (PCA) score plot showing sample distribution between the control and H. nana-infected groups. (C) Violin plots and density distribution curves showing overall transcript abundance profiles across all samples.
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