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Propositions 
 
1. Nasal DNA methylation can be used as a non-invasive biomarker for allergic disease, and 
can distinguish symptomatic and asymptomatic sensitization. (This Thesis) 
 
2. Nasal DNA methylation contributes the largest predictive power for allergic disease, while 
genetic variants and blood methylation hardly contribute to the prediction.   (This Thesis) 
 
3. Nasal DNA methylation associated with allergic disease captures the signal of 
inflammation and immune cells in the nose. (This Thesis)  
 
4. EWAS results can be better interpreted by the association with (single-cell-) gene 
expression. (This Thesis) 
 
5. Although remission subjects do not have asthma symptoms anymore, asthma may still 
have epigenetic footprints in those subjects with asthma remission. (This Thesis) 
 
6. The detection of genetic variants that affect gene expression in a particular cell type (cell-
type eQTL) by single-cell data is still challenging, and the deconvolution method may be a 
powerful approach to understand the cell-type eQTL effect. (This Thesis)  
 
7. Multi-omics approaches help to improve the understanding of molecular mechanism of 
disease, but the gap still exists between findings from these studies and clinical practice.  
 
8. The practice generally tells you more than the theories in the book. (Lu You, a Chinese 
poet). 
 
9. If we could see further, it is by standing on the shoulders of giants. (Adapted from Isaac 
Newton). 
 
 
 
 
 


