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Background: Ulcerative colitis (UC) is a debilitating intestinal disorder that imposes a significant burden on those affected. Fatty acid 
metabolism plays a pivotal role in regulating immune cell function and maintaining internal homeostasis. This study investigates the 
biological and clinical significance of fatty acid metabolism within the context of UC.
Methods: Gene expression profiles from patients with UC and healthy controls were retrieved, enabling the identification of 
differentially expressed genes (DEGs) specific to UC. These DEGs were then intersected with genes related to fatty acid metabolism, 
resulting in the identification of differentially expressed fatty acid metabolism-related genes (FAM-DEGs). Machine learning was 
employed to pinpoint key feature genes from the FAM-DEGs, which were subsequently used to construct a predictive UC model and 
to uncover molecular subtypes associated with fatty acid metabolism in UC. An animal model of UC was established using 3% dextran 
sulfate sodium (DSS) administration. Western blot analysis confirmed the expression levels of genes in intestinal tissues.
Results: The machine learning analysis identified three pivotal genes—ACAT1, ACOX2, and HADHB—culminating in a highly 
predictive nomogram. Consensus cluster analysis further categorized 637 UC samples into two distinct subgroups. The molecular 
subtypes related to fatty acid metabolism in UC exhibited significant differences in gene expression, biological activities, and 
enrichment pathways. Immune infiltration analysis highlighted elevated expression of two genes (excluding HADHB) in subtype 1, 
which corresponded with a marked increase in immune cell infiltration within this subtype. Western blot analysis demonstrated that 
ACAT1, ACOX2, and HADHB expression levels in the DSS group were significantly reduced, paralleling those observed in the 
normal group.
Conclusion: This study highlights the critical role of specific fatty acid metabolism-related genes in UC, emphasizing their potential 
as targets for therapeutic intervention and shedding light on the underlying mechanisms of UC progression.
Keywords: fatty acid metabolism, ulcerative colitis, machine learning, biomarkers, pharmacology, immune infiltrations

Introduction
Ulcerative colitis (UC) is a chronic inflammatory disease that can affect the entire colon, contributing to a growing global 
health burden.1 Despite ongoing research, the intricate pathogenesis of UC remains poorly understood, likely involving 
factors such as a compromised intestinal mucosal barrier, immune dysregulation, and altered gut microbiota.2,3 Fatty acid 
metabolism plays a critical role in modulating immune cell function and maintaining homeostasis through processes such 
as fatty acid intake, synthesis, and beta-oxidation.4 Specific fatty acids and metabolic pathways have been implicated in 
the pathogenesis of inflammatory bowel diseases (IBD).5 Short-chain fatty acids (SCFAs), produced by gut microbiota, 
serve not only as an energy source for colonic cells but also play a vital role in preserving the integrity of the intestinal 
epithelial barrier.6 Additionally, the rising prevalence of the Western diet, characterized by high fat intake—particularly 
saturated fats—has been associated with increased susceptibility to inflammatory conditions.7 In animal models of IBD, 
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treatment with n-6 polyunsaturated fatty acids (PUFAs) results in a significant reduction in intestinal goblet cells and an 
influx of leukocytes.8 In contrast, n-3 PUFAs and their oxidized derivatives exhibit anti-inflammatory properties, 
mitigating IBD-related inflammation.9

Immune dysregulation is a key mechanism driving inflammatory bowel diseases. Disruptions in fatty acid 
metabolism can result in abnormal immune cell activation and excessive inflammatory factor release.10,11 The 
transcription factor peroxisome proliferator-activated receptor (PPAR), an essential endogenous ligand in fatty acid 
metabolism, is critical for maintaining the M2 macrophage phenotype.12 Additionally, fatty acids upregulate CD36 
expression, which, by enhancing fatty acid uptake, promotes the M2 phenotype and perpetuates a harmful cycle of 
activation. Dysfunctional epithelial cells and polarized macrophages produce substantial levels of pro-necrotic 
cytokines.13 Moreover, CCAAT-enhancer-binding protein, regulated by fatty acids and their derivatives, facilitates 
the dedifferentiation of myofibroblasts into adipocytes.14 Consequently, targeting fatty acid metabolism represents 
a promising strategy for UC management.15

Despite these insights, gaps remain in our understanding of the role of fatty acid metabolism-related genes in UC 
etiology, and the prognostic significance of these genes requires further investigation. Given the complex interplay 
between genetic factors and disease progression, a deeper understanding of fatty acid metabolism in UC pathophysiology 
could offer valuable insights for developing novel therapeutic strategies and personalized treatments. This study aimed to 
elucidate the mechanisms driving UC progression and lay the groundwork for pioneering interventions that leverage the 
potential of fatty acid metabolism-related genes, ultimately enhancing UC management and prognosis.

Methods
Data Extraction and Preprocessing
Clinical data and colonic mucosal gene expression profiles from patients with UC and healthy controls (HC) were 
retrieved from the GEO database. To ensure robust sample representation in subsequent analyses, data from GSE87466 
and GSE206285 were integrated and processed, with adjustments made for batch effects. For broader context validation, 
the GSE75214 dataset was utilized as an external validation set.

Identification of Differentially Expressed Fatty Acid Metabolism-Related Genes
A list of genes implicated in fatty acid metabolism was compiled from existing literature (Supplementary Table S1). The 
Wilcoxon rank-sum test was employed to rigorously assess differences in gene expression between groups. A protein- 
protein interaction (PPI) network was constructed using the STRING database (version 11.5, http://string-db.org/) to 
investigate gene interactions,16 which was then visualized using Cytoscape software (version 3.9.1, https://cytoscape.org) 
after filtering out disconnected nodes.17 Significant gene clusters were identified using the MCODE plugin,18 and 
potential transcription factors (TFs) driving gene expression changes were screened using ChIP-X enrichment analysis 
3 (ChEA3, https://maayanlab.cloud/chea3/).19

Functional Enrichment Analysis
The biological functions of the genes were evaluated through Gene Ontology (GO) and Kyoto Encyclopedia of Genes 
and Genomes (KEGG) analyses. To examine variations in enriched functions and pathways across different molecular 
subtypes, Gene Set Variation Analysis (GSVA) was employed, with a |t|-value greater than 2 set as the threshold for 
significant enrichment.

Analysis of Immune Cell Infiltration
The infiltration levels of immune cell subtypes within the samples were quantified using the single-sample Gene Set 
Enrichment Analysis (ssGSEA) method. Differences in immune cell abundance between groups and correlations between 
specific feature genes and immune cells were analyzed using the Wilcoxon rank-sum test and Spearman correlation 
analysis.
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Identification of Feature Genes Using Machine Learning Algorithms
To develop predictive models, the Python “Pycaret” package was used to construct nine different machine-learning 
algorithms based on the gene expression profiles of differentially expressed fatty acid metabolism-related genes. The 676 
samples were randomly divided into training and testing sets in a 7:3 ratio, with UC incidence as the response variable 
and differentially expressed genes (DEGs) as feature variables. Each algorithm underwent a hyperparameter grid search 
and 10-fold cross-validation on the training set to identify the optimal hyperparameters.

To evaluate the performance of the machine-learning algorithms, Precision-Recall (PR) curves and Area Under the 
ROC Curve (AUC) metrics were generated for each model. Additionally, accuracy, F1 score, Kappa, and MCC values 
were calculated for comprehensive assessment.

Construction and Validation of Nomogram Based on the Feature Genes
Based on the identified feature genes involved in fatty acid metabolism, a nomogram was developed and its accuracy and 
clinical relevance were assessed using calibration and decision curve analyses. The diagnostic efficacy of the nomogram, 
as well as the differential expression of fatty acid metabolism-related genes between patients with UC and HC, were 
further evaluated using the GSE75214 dataset. The ability of these genes to distinguish between the two groups was 
assessed through the generation of ROC curves using the “pROC” package.

Animal Experiments
Male C57BL/6J wild-type mice, aged 6 to 8 weeks, were procured from Hunan SJA Laboratory Animal Co., Ltd. The 
mice were housed in standard, pathogen-free conditions with ad libitum access to food and water.

Six mice were randomly assigned to each of the control and DSS groups. The DSS group received 3% DSS (MP 
Biomedicals, Santa Ana, CA, USA) in their drinking water for seven consecutive days, while the control group was given 
distilled water. Daily observations were made for body weight, food and water intake, rectal bleeding, survival, and fecal 
consistency. The Disease Activity Index (DAI) was calculated for each mouse based on body weight loss, occult blood, 
and stool consistency. Colon tissues from both groups were collected and preserved in 4% buffered formalin. For 
histopathological examination, tissue sections were sliced to 5 μm thickness and stained with hematoxylin and eosin 
(HE), then examined under a light microscope (Olympus Corporation, Tokyo, Japan).

The study followed the ARRIVE guidelines. Animal experiments and care strictly followed the regulations of the 
National Institutes of Health for the ethical treatment and use of animals in research (NIH Publication No. 80-23; revised 
1978) and received approval from the Ethics Committee of Renmin Hospital of Wuhan University (Protocol No. 
WDRM20230603D).

Western Blot Analysis
Western blot (WB) analysis was conducted as previously described.20 Protein extracts were obtained from mouse colon 
tissues using a lysis buffer containing complete protease inhibitors without ethylenediaminetetraacetic acid (EDTA). The 
proteins were separated by 10% sodium dodecyl sulfate-polyacrylamide gel electrophoresis (SDS-PAGE) and transferred 
to a polyvinylidene difluoride membrane. The membranes were incubated overnight at 4°C with primary antibodies, 
followed by incubation with secondary antibodies at 37°C for 2 hours. α-tubulin served as an internal control. The 
antibodies used included HADHB (Rabbit, 1:2000, Proteintech, China), ACOX2 (Rabbit, 1:1000, ELK Biotechnology), 
and ACAT1 (Rabbit, 1:1000, ELK Biotechnology).

Unsupervised Clustering Analysis
For unsupervised clustering analysis of patients with UC, the “ConsensusClusterPlus” package was utilized. Through 
1000 iterations of the k-means algorithm, 637 patients with UC were stratified into distinct molecular subtypes, with the 
maximum number of subtypes (k) set to six. The optimal number of subtypes was determined using consensus matrices, 
consensus clustering scores, and cumulative distribution curves. t-SNE analysis was then performed to visualize 
distribution disparities among the subtypes.
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Small Molecule Agents Screening and Mechanism of Action Analysis
To explore potential small molecule drugs tailored to specific subtypes, the Connectivity Map (CMap, https://clue.io/) 
database was utilized. The top 150 subtype-specific DEGs were used as input for CMap analysis. Screening of potential 
compounds was based on enrichment scores, followed by a mechanism of action analysis for the selected compounds 
(Supplementary Tables S2 and S3).

Statistical Analysis
All statistical analyses were conducted using R software (version 4.2.3, https://www.r-project.org) and associated 
R packages. Group comparisons were performed using the t-test for two groups and one-way ANOVA for three or 
more groups. Spearman correlation analyses were performed using the “ggpubr” and “stats” R packages, with a p-value 
of <0.05 considered statistically significant.

Results
Data Preprocessing and Identification of Fatty Acid Metabolism-Related DEGs
To elucidate the role of fatty acid metabolism in UC development, gene expression profiles from colonic tissues of 
a combined cohort comprising 637 patients with UC and 39 HC were curated from the GSE87466 and GSE206285 
datasets. Prior to batch correction, the principal component analysis revealed that samples clustered by dataset rather than 
by sample type, indicating that data source exerted a greater influence on the results than sample type, thereby confirming 
the presence of a batch effect (Figure 1A). Post-correction, samples predominantly clustered according to UC or HC 
status, suggesting that sample type became the primary source of variation (Figure 1B and C). This adjustment led to the 
identification of 3196 DEGs (Figure 1D and E). By intersecting these DEGs with a predefined set of 309 genes linked to 
fatty acid metabolism, 109 differentially expressed genes specifically associated with fatty acid metabolism (FAM-DEGs) 
were identified (Figure 1F). Functional analyses underscored the significant enrichment of these genes in pathways 
related to fatty acid metabolism, including fatty acid degradation, the carboxylic acid catabolic process, and the organic 
acid catabolic process (Figure 1G and H).

Further insights into the interconnections among these FAM-DEGs were provided by a gene relationship network 
diagram. A PPI network was constructed using the STRING database, and the MCODE plugin was employed to identify 
significant gene cluster modules, with subsequent analysis focusing on the highest-scoring module (Figure 2A and B). 
Correlation analysis of the 23 genes in module 1 was then conducted to explore the role of fatty acid metabolism in UC 
progression (Figure 2C). The results revealed that most fatty acid metabolism-related genes exhibited significant 
synergistic interactions.

Identification of TFs
Given that co-expressed genes often share common TFs, the CHEA3 database was employed to identify potential TFs 
regulating these genes. The analysis revealed NR1H4, MLXIPL, NR1I2, CEBPA, NKX2-3, ZNF181, ESRRA, NR1I3, 
CREB3L3, and RORC as the top 10 significantly enriched TFs. Expression profiling of these TFs in patients with UC and 
HC showed significant downregulation of NR1H4, MLXIPL, NR1I2, CEBPA, ESRRA, and NR1I3 in patients with UC, 
while NKX2-3 was upregulated (Figure 2D). ZNF181 and RORC were excluded from further analysis due to their 
absence in the dataset.

Identification of Fatty Acid Metabolism-Related Features Genes Using Multiple 
Machine Learning Methods
The cohort of 676 samples was divided into a training set of 473 samples and a testing set of 203 samples (7:3 ratio). The 
diagnostic performance of nine machine learning models in differentiating patients with UC from HC was assessed using 
23 FAM-DEGs in the testing set, with LightGBM and Adaboost models showing superior diagnostic accuracy (Table 1 
and Figure 3).
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By cross-referencing the top 10 feature genes identified by Adaboost (Figure 4A) and LightGBM (Figure 4B), seven 
key feature genes were identified: ACAT1, ACOX2, HADHB, ACOX1, EHHADH, ECH1, and ACADM. ROC curve 
analysis demonstrated the strong diagnostic potential of these genes in predicting UC, with ACOX1 achieving an AUC 
value of 0.972 (Figure 5A).

Construction and Validation of a Diagnostic Model Based on Fatty Acid 
Metabolism-Related Genes
A logistic regression model was subsequently developed using these genes, resulting in the equation: risk score = 
(−6.9946ACAT1) + (−4.1114ACOX2) + (−3.5219*HADHB). The nomogram based on these three feature genes proved 

Figure 1 Identification of FAM-DEGs. (A and B) PCA of two datasets before (A) and after (B) batch effect correction. (C) PCA of the merged dataset. (D and E) Heatmap (D) 
and volcano plot (E) illustrating gene expression patterns between patients with UC and HC. (F) Venn diagram showing overlapping genes between differentially expressed 
genes and fatty acid metabolism-related genes. (G) KEGG pathway enrichment analysis of FAM-DEGs. (H) GO enrichment analysis of FAM-DEGs. 
Abbreviations: FAM-DEGs, fatty acid metabolism-related differentially expressed genes; PCA, principal component analysis; UC, ulcerative colitis; HC, healthy controls; 
KEGG, Kyoto Encyclopedia of Genes and Genomes; GO, Gene Ontology.
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to be an effective predictive tool for diagnosing UC, as indicated by the calibration curve (Figure 5B and C) and decision 
curve analysis (DCA) (Figure 5D), with an AUC value of 0.991 (Figure 5F). The risk score derived from the model 
showed significant variation between patients with UC and HC in the training set (Figure 5E). The DCA (Figure 6A and 
E) and calibration curve (Figure 6B and F) findings consistently demonstrated the nomogram’s favorable diagnostic 
performance in both the testing and validation sets, with ROC curve AUC values of 0.989 and 1.00 (Figure 6C and G), 
respectively. Additionally, the risk score demonstrated significant differences between patients with UC and HC in both 
sets (Figure 6D and H). Consistent with these findings, expression levels of ACAT1, ACOX2, and HADHB were 
significantly reduced in patients with UC within the external dataset (Figure 6J). The ROC curve AUC values for 

Figure 2 (A) Protein interaction network of 109 FAM-DEGs. (B) MCODE sub-network. (C) Correlation heatmap of 23 FAM-DEGs. (D) Split violin plot showing the 
expression levels of transcription factors in patients with UC and HC. 
Notes: *p < 0.05, ***p < 0.001, ****p < 0.0001. 
Abbreviations: FAM-DEGs, fatty acid metabolism-related differentially expressed genes; UC, ulcerative colitis; HC, healthy controls.

Table 1 Diagnostic Efficacy Comparison of Nine Distinct Machine Learning Models

Model Accuracy AUC Recall Precision F1-score Kappa

AdaBoost 0.9655 0.9917 0.9686 0.9946 0.9814 0.7406
LightGBM 0.9655 0.9895 0.9738 0.9894 0.9815 0.7225

DT 0.9360 0.8117 0.9529 0.9785 0.9655 0.5183

Gradient Boosting Classifier 0.9655 0.9843 0.9738 0.9894 0.9815 0.7225
RF 0.9704 0.9878 0.9791 0.9894 0.9842 0.7535

Logistic Regression 0.9754 0.9869 0.9791 0.9947 0.9868 0.8018

KNN 0.9803 0.9524 0.9895 0.9895 0.9895 0.8229
SVM 0.9409 0.9686 0.9372 1.0000 0.9676 0.6381

Naïve Bayes 0.9163 0.9777 0.9110 1.0000 0.9534 0.5475
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ACAT1, ACOX2, and HADHB in the external dataset were 0.959, 1.00, and 0.988, respectively (Figure 6I). Collectively, 
these results highlight the potential of ACAT1, ACOX2, and HADHB as promising biomarkers for distinguishing 
patients with UC from HC.

Validation of Genes in Colon Tissues
An animal model for colitis was successfully established by administering 3% DSS, which resulted in significant weight 
loss (Figure 7A), a marked increase in DAI scores (Figure 7B), and a notable reduction in colon length (Figure 7C and D) 
compared to the control group. These changes were further corroborated through HE staining and histopathological 
scoring (Figure 7E and F). To delve deeper into the molecular mechanisms, Western blot analysis was conducted to 
assess the expression levels of ACAT1, ACOX2, and HADHB in the colons of mice with DSS-induced colitis compared 

Figure 3 Evaluation of nine machine learning algorithms based on the area under the ROC curve (AUC) and Precision-Recall (PR) curves. (A) AdaBoost algorithm. (B) 
Decision Tree algorithm. (C) Naïve Bayes algorithm. (D) Gradient Boosting Classifier. (E) KNN algorithm. (F) LightGBM algorithm. (G) Logistic Regression. (H) Random 
Forest algorithm. (I) SVM algorithm. 
Abbreviations: KNN, K-nearest neighbors; LightGBM, Light Gradient Boosting; SVM, Support Vector Machines.
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to controls. Consistent with our prior findings, the expression of these genes was significantly lower in the colonic tissues 
of the DSS group (Figure 7G–J).

Analysis of Immune Cell Infiltration in UC and HC
Immune dysfunction plays a critical role in the pathogenesis of UC. Examination of immune cell infiltration in the 
colonic tissues of patients with UC and HC revealed significantly higher levels of immune cells in patients with UC. 
These included CD56bright and CD56dim natural killer cells, central memory CD4 and CD8 T cells, effector memory 
CD4 T cells, T cells, immature dendritic cells, memory B cells, monocytes, plasmacytoid dendritic cells, and T follicular 
helper cells (Figure 8A and B). The correlations among the 28 immune cell types are depicted in Figure 8C. These 
findings suggest that altered immune activity may play a significant role in the onset and progression of UC. Notably, 
ACAT1 exhibited strong correlations with immune cells such as effector memory CD4 T cells and activated dendritic 
cells (Figure 8D), while ACOX2 showed strong correlations with CD56bright and CD56dim natural killer cells and 
neutrophils (Figure 8E). Additionally, HADHB was strongly associated with CD56bright natural killer cells, central 
memory CD8 T cells, and myeloid-derived suppressor cells (MDSCs) (Figure 8F). Collectively, these results underscore 
the potential role of fatty acid metabolism-mediated immune cell activation as a key pathological mechanism driving UC 
progression.

Construction of Fatty Acid Metabolism Subtypes in UC
Using an unsupervised clustering analysis based on the three FAM-DEGs, patients with UC were categorized into two 
distinct subtypes, 1 and 2 (Figure 9A–C). Significant differences in the expression levels of ACAT1 and ACOX2 were 
observed between these subtypes, while the variation in HADHB expression was not statistically significant (Figure 9D). 
Heatmap and volcano plot analyses further highlighted significant differences in gene expression profiles between the 
subtypes (Figure 9E and F). Additionally, distinct patterns of immune infiltration were evident between subtype 1 and 
subtype 2 (Figure 10A).

Figure 4 Variable importance plot in the AdaBoost (A) and LightGBM (B) machine learning algorithms. 
Abbreviation: LightGBM, Light Gradient Boosting.
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Figure 5 (A) ROC analysis of seven feature FAM-DEGs in diagnosing UC. (B) Logistic model for diagnosing UC. (C and D) Calibration curves (C) and DCA (D) evaluating 
the prediction efficacy and clinical benefit of the nomogram in the training set. (E) Risk score derived from the model for patients with UC and HC in the training set. (F) 
ROC evaluation of the nomogram’s diagnostic performance in the training set. 
Notes: ****p < 0.0001. 
Abbreviations: ROC, the receiver operating characteristic; FAM-DEG, fatty acid metabolism-related differentially expressed genes; UC, ulcerative colitis; HC, healthy 
controls; DCA, decision curve analysis.
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Distinct Immune and Functional Pathway Patterns Between Fatty Acid 
Metabolism-Related UC Subgroups
An assessment of immune-related gene expression between the two subtypes revealed that most immunosuppression, 
immune activation, and MHC-related genes were upregulated in subtype 1. This suggests that fatty acid metabolism- 
related subtype 1 exhibits a heightened immune response compared to subtype 2 (Figure 10C–E). Additionally, immune 
checkpoint-associated genes, including CD27, CD40, CD86, CTLA4, and HAVCR2, were significantly elevated in 
subtype 1, indicating that this subtype might benefit more from immune-based therapies (Figure 10B).

Subsequent GSVA analysis was conducted to explore differences in functional and pathway enrichment between the 
subtypes. The results showed that subtype 1 exhibited upregulation of pathways such as cytoplasmic stress granule 
formation, stress granule assembly, negative regulation of cellular amide metabolism, and ribonucleoprotein granule 
formation. In contrast, subtype 2 showed upregulation in pathways related to acyl-CoA oxidase activity, 

Figure 6 (A and E) DCA evaluating the prediction efficacy of the nomogram in the testing (A) and validation sets (E). (B and F) Calibration curves evaluating the clinical 
benefit of the nomogram in the testing (B) and validation sets (F). (C and G) ROC evaluation of the nomogram’s diagnostic performance in the testing (C) and validation 
sets (G). (D and H) Risk score derived from the model for patients with UC and HC in the testing (D) and validation sets (H). (I) ROC curve analysis for ACAT1, ACOX2, 
and HADHB in diagnosing UC in the external dataset. (J) Expression levels of ACAT1, ACOX2, and HADHB in patients with UC and HC in the external dataset. 
Notes: ****p < 0.0001. 
Abbreviations: DCA, decision curve analysis; ROC, the receiver operating characteristic; UC, ulcerative colitis; HC. healthy control.
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lysophospholipase activity, response to bile acid, carboxylic ester hydrolase activity, galactose catabolism, carboxylic 
acid binding, sulfur compound catabolism, and lipase activity (Figure 11A).

KEGG analysis further highlighted distinct pathway activations between the subtypes. Subtype 1 was characterized 
by the upregulation of pathways involved in ubiquitin-mediated proteolysis, apoptosis, the JAK-STAT signaling pathway, 

Figure 7 Validation of gene expression in colon tissues. (A and B) Relative weight change (A) and disease activity index (B) in each group (n = 6). (C) Representative 
morphological images of mouse colons from the control and DSS groups. (D) Statistical analysis of colon length. (E) Representative H&E staining of colonic tissues from each 
group. (F) Statistical results for histological damage scores in each group (n = 6). (G) Western blot analysis of ACAT1, ACOX2, and HADHB levels in colon tissues. Group 
identifications are as shown. (H–J) Quantitative analysis of Western blot results for ACAT1 (H), ACOX2 (I), and HADHB (J) expression. Data are presented as mean ± SEM. 
Notes: *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001. 
Abbreviation: DSS, dextran sulphate sodium.
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neurotrophin signaling, and the p53 signaling pathway. Conversely, subtype 2 demonstrated elevated activity in several 
metabolic pathways, including those related to glycine, serine, threonine, glutathione, alpha-linolenic acid, tyrosine, 
glycerophospholipids, arachidonic acid, and primary bile acid biosynthesis (Figure 11B).

Figure 8 (A) Heatmap illustrating variations in immune cell infiltration in the colon tissues of patients with UC and HC. (B) Differences in infiltrated immune cells between 
patients with UC and HC. (C) Heatmap showing correlations among immune cells. (D–F) Lollipop charts presenting the correlations between ACAT1 (D), ACOX2 (E), 
HADHB (F) expression, and immune cells. 
Notes: *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001. 
Abbreviations: UC, ulcerative colitis; HC, healthy controls; ns, not significant.
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Prediction of Subtype-Specific Small Molecules and Their Modes of Action
To identify potential therapeutic targets for each subtype, CMap analysis was utilized to predict specific small molecule 
compounds. For subtype 1, MEK inhibitors such as AS-703026, MEK1-2-inhibitor, PD-0325901, PD-184352, PD-98059, 
selumetinib, and U-0124 were identified. Additionally, compounds like desoxypeganine, harpagoside, and solanine, which 
share characteristics of acetylcholinesterase inhibitors, were associated with subtype 1. For subtype 2, predicted small 
molecule compounds included acetylcholine receptor antagonists such as lobeline, methantheline, and procyclidine, as well 
as serotonin receptor antagonists like melperone, NAS-181, and palonosetron. Furthermore, substances such as scoulerine, 
triacsin-c, and yohimbine were identified as adrenergic receptor antagonists (Figure 11C and D).

Figure 9 Identification and enrichment analysis of fatty acid metabolism-related subtypes. (A) Consensus clustering matrix at k = 2. (B) Consensus scores for each subtype 
at k = 2 to 6. (C) PCA plot distinguishing subtype 1 (blue) from subtype 2 (red) samples. (D) Split violin plot showing the expression of ACAT1, ACOX2, and HADHB 
between subtypes. (E and F) Volcano plot (E) and heatmap (F) depicting gene expression patterns between subtypes. 
Notes: ****p < 0.0001. 
Abbreviation: PCA, principal component analysis;
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Discussion
UC is a chronic gastrointestinal disorder marked by persistent inflammation and tissue damage throughout the colonic 
mucosa, with its exact etiology yet to be fully understood.6 The unclear pathogenesis, absence of reliable biological 
markers, and variability in treatment responses result in a significant disease burden for many patients with UC. 
Consequently, there is an urgent need to develop novel, effective diagnostic markers for UC.

Fatty acids, fundamental components of cellular membranes and energy reserves, play a critical role in various 
physiological processes. The complex relationship between fatty acid metabolism and chronic inflammatory conditions 
like UC has attracted considerable attention in recent research.6 Disruptions in fatty acid metabolism lead to the 
accumulation of specific lipid intermediates, which in turn provoke immune responses and exacerbate inflammation21 

This accumulation compromises the integrity of the intestinal epithelial barrier, generating inflammatory stimuli and 
triggering abnormal immune responses. Additionally, imbalances between pro-inflammatory and anti-inflammatory lipid 
mediators derived from fatty acids further amplify the inflammatory cascade, perpetuating the chronic nature of UC.4 

Despite this, the exact role of fatty acid metabolism in UC pathogenesis remains inadequately clarified.

Figure 10 (A) Boxplot showing differences in infiltrated immune cells between subtypes. (B–E) Split violin plots displaying the expression levels of immune checkpoint 
genes (B), immune suppressor genes (C), MHC-related genes (D), and immune activation genes (E) in patients with UC and HC. 
Notes: *p < 0.05, **p < 0.01, ***p < 0.001, ****p < 0.0001. 
Abbreviations: UC, ulcerative colitis; HC: healthy controls. ns, not significant. MHC, major histocompatibility complex.
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This study provides a comprehensive exploration of the multifaceted role of fatty acid metabolism in UC, highlighting 
its influence on disease onset, progression, and potential mitigation. Initially, 109 FAM-DEGs were identified using gene 
expression data from 637 patients with UC and 39 healthy controls (HC) obtained from the GEO database. This 
discovery underscored the significant role of fatty acid metabolism in exacerbating UC progression. Functional enrich-
ment analysis revealed a marked enrichment in processes associated with fatty acid metabolism, such as fatty acid 
degradation, carboxylic acid metabolism, and organic acid metabolism, further supporting the critical involvement of 
these 109 signature genes. Moreover, the gene correlation network demonstrated strong associations among the FAM- 
DEGs, suggesting that dysregulation in these genes may be a fundamental factor in the onset and progression of UC.

Further analysis of TFs identified ten potential regulators of these signature genes, with validation showing a significant 
increase in NKX2-3 expression in the colonic tissues of patients with UC. NKX2-3, a homeodomain transcription factor, is 
closely associated with the development of intestinal lymphoid tissue and the pathogenesis of IBD.22 It is prominently expressed 
in the ileum and is also commonly observed in the smooth muscle and endothelial cells of the intestines and pancreas, as well as 
in the colonic lamina propria of adult mice. Notably, nucleotide polymorphisms in the NKX2-3 coding region may confer 
susceptibility to both UC and Crohn’s disease (CD).23 The NKX2-3 rs4409764 GT genotype, in particular, provides significant 
protection against UC (OR: 0.18, 95% CI: 0.03–0.93).24 Recent studies on human specimens suggest that NKX2-3 may regulate 
VAP-1 and TGF-mediated progression of UC.25 Collectively, these findings indicate that NKX2-3 may be a driving force in 
colitis at the stromal level, implicating NKX2-3+ stromal cells in the maintenance of epithelial homeostasis.

Figure 11 (A and B) Differences in enriched biological functions (A) and hallmark pathways (B) between distinct subtypes ranked by t-values of GSVA scores. (C and D) 
CMap analysis showing the MoA of subtype 1-specific (C) and subtype 2-specific (D) small-molecule compounds. 
Abbreviations: GSVA, Gene Set Variation Analysis; CMap, the Connectivity Map; MoA, mechanism of action.
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Screening and performance comparison of various machine learning algorithms revealed that the LightGBM and 
Adaboost models exhibited exceptional diagnostic accuracy. A comprehensive analysis of fatty acid metabolism-related 
genes at both global and local levels identified seven key genes closely associated with fatty acid metabolism: ACOX2, 
ACAT1, HADHB, ACOX1, EHHADH, ECH1, and ACADM. Currently, most UC diagnoses rely on clinical symptoms 
resulting from mucosal damage in the intestines. The development of predictive tools and detailed genetic-level 
classification of patients with UC could significantly enhance clinical diagnosis and treatment, reducing potential long- 
term health risks. Consequently, a predictive model for UC was developed based on the seven feature genes, particularly 
ACAT1, ACOX2, and HADHB, and its reliable predictive capacity was validated.

Peroxisomal acyl-coenzyme A oxidase 2, encoded by the ACOX2 gene, is a key enzyme in fatty acid metabolism, 
playing a vital role in regulating lipid balance and cellular homeostasis.26 This enzyme facilitates the oxidation of very 
long-chain fatty acids (VLCFAs) within peroxisomes, preventing the accumulation of harmful lipid intermediates and 
maintaining lipid homeostasis.27 The potential role of ACOX2 in UC progression warrants careful consideration, as 
evidence suggests its involvement in regulating inflammation and oxidative stress pathways closely linked to UC 
progression.28 Disruption of these processes may compromise the integrity of the intestinal epithelial barrier, triggering 
abnormal immune responses. ACOX2’s role in fatty acid metabolism may also influence the production of bioactive lipid 
mediators that modulate immune cell activity and inflammatory signaling.29

Acetyl CoA acetyltransferase 1, encoded by the ACAT1 gene, is pivotal in cellular lipid metabolism, catalyzing the 
conversion of two acetyl CoA molecules into acetoacetyl CoA, a critical step in the synthesis of essential lipids such as 
cholesterol.30 Emerging research highlights ACAT1’s potential role in UC pathogenesis, given its involvement in lipid 
metabolism and balance.31 Dysregulation of lipid metabolism is a hallmark of UC.32 As a key contributor to this process, 
ACAT1 can influence the generation and balance of lipid mediators involved in inflammatory pathways.32 Disruption of 
lipid metabolism can impair the intestinal mucosal barrier, leading to increased inflammation and abnormal immune 
responses, thereby advancing UC progression.33 Additionally, genetic variations within the ACAT1 gene may affect its 
enzymatic activity, influencing lipid metabolism and potentially impacting the disease course or severity.34

The HADHB gene primarily influences fatty acid metabolism within cell mitochondria,35 playing a key role in the 
oxidation-reduction of fatty acids. Although current research has not established a direct link between HADHB and UC, 
investigating their potential connection through the lens of fatty acid metabolism could yield valuable insights.

In addition to fatty acid metabolism, the immune response is central to UC pathogenesis. Analysis of immune infiltration 
revealed a significant increase in immune cell presence within the colonic tissues of patients with UC, consistent with previous 
research.36 Further examination of the relationship between characteristic genes and immune cells demonstrated strong 
correlations between ACAT1, ACOX2, HADHB, and a wide range of immune cells. Importantly, two UC subtypes associated 
with fatty acid metabolism were identified using these three target genes, with subtype 1 notably exhibiting a protective effect 
against UC.

Moreover, significant differences in gene expression profiles, as well as functional and pathway enrichment, were 
observed between the two subtypes. Subtype 1 showed upregulation in pathways such as cytoplasmic stress granule 
formation, stress granule assembly, and ribonucleoprotein granule formation. In contrast, subtype 2 exhibited upregula-
tion in pathways related to acyl-CoA oxidase activity, lysophospholipase activity, bile acid response, carboxylic ester 
hydrolase activity, galactose catabolism, carboxylic acid binding, sulfur compound catabolism, and lipase activity.

This study successfully screened and validated fatty acid biomarker genes with significant diagnostic potential in UC, 
leading to the development of a precise predictive model. Notably, this research represents the first categorization of 
molecular subtypes associated with fatty acid metabolism in UC using characteristic genes, offering new perspectives for 
early prevention, personalized diagnosis, and treatment of the disease. However, the study has certain limitations. Firstly, 
the analysis relied on publicly accessible databases, which lack original sequencing data and may introduce selection 
bias. Secondly, the relatively small sample size makes it difficult to fully exclude potential confounders such as 
comorbidities, ethnicity, gender, and age. Consequently, further large-scale multicenter prospective studies are required 
to more thoroughly explore the potential of these characteristic genes in predicting UC.
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Conclusion
In summary, this study rigorously examined and validated three pivotal genes—ACAT1, ACOX2, and HADHB— 
significantly associated with the mechanisms underlying UC onset. Utilizing these genes, a nomogram was developed 
to accurately predict UC risk. Additionally, a novel classification of molecular subtypes linked to these genes was 
introduced, providing valuable insights into the mechanisms driving UC. This research not only sheds light on UC 
pathogenesis and addresses the clinical treatment heterogeneity but also lays the foundation for future risk stratification 
and personalized precision medicine strategies in UC.
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