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Translational Genomics
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molecular profiles targeted by existing drugs
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Imputed genotype
457,548 samples
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Disease definition of 21 orofacial diseases in UK biobank

GWAS
Identification of 73 genomic risk loci
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440,125 samples

|

TWAS

1355 gene-tissue-disease pairs

|

1 :

190 genes
(eQTL)

8 orofacial
diseases

Sjogren’s
syndrome

Independent replication
in FinnGen

Nam et al, under review

Dental Caries

Periodontitis
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ExXWAS
Identification of 4 rare variant-associated risk genes

(1) Periodontitis:

(2) Malignant salivary gland tumor:
(3) TMD:

(4) Oral ulcer:
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Functional validation of rare variant

(1) Generation of
CRISPR/Cas9 technique
(2) Gene expression, In vitro translation assay

mutant cell line using
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Cross-phenotype meta-analysis

eQTL mapping
+

Pathway enrichment analysis

Clinical validation in a chronic periodontitis cohort

(1) Single-cell transcriptomic profiling in periodontal tissues
(2) Functional assessment of
(3) Immune cell phenotyping and
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Relative protein level

MFE: -199.17 kcal/mol MFE: -175.60 kcal/mol .
Nam et al, under review
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Lab members
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