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Discovery of Hypoxia-related Biomarkers for TED

Exploration of TED-related gene
module using WGCNA
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Selection of green module
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Identification of DEGs between
TED and HC using peripheral
blood bulk RNA sequencing
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Pathway enrichment analysis |
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Model Development
and Evaluation

Samples from 152 TED and 60 HC
in our cohort were divided into
Train and Test sets by 7:3 ratio

|

Hypoxia-related genes (HRGs)

Feature selection by 9 machine
learning algorithms, of which
Random Forest with the highest
AUC identified 3 hypoxia-related
TED diagnostic genes (HRTDGs)
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Calculation of HRTDG score
(HRTDGS) by multivariate logistic
regression analysis
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Univariate and multivariate logistic
regression analyses for age,
gender and HRTDGS

|

Evaluation of HRTDGS

Figure S1 Workflow of this study.

3 Biological Correlation
and Validation

Samples from TED were
divided into High and Low
HRTDGS groups based on the
median score
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Correlation analysis of
HRTDGS with clinical
information of TED patients
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Immune infiltration analysis by
ssGSEA and CIBERSORT
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Gene set variation analysis
(GSVA) for High and Low
HRTDGS groups
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Single cell RNA sequencing
exploration and validation




