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Ting-Wen Chen, phD.

My research interest is to utilize data
from public genomic databases in prediction of
cancer prognosis or patient stratification for
precision medicine. We used the vast amounts
of sequenced data from cancer databases to
identify biomarkers or signatures. In addition
to cancer research, my lab also actively
cooperates with many clinicians and biologists
in projects solving biological problems or
issues in clinical researches with high
throughput technologies and bioinformatic
approaches.

Our recent works include:

* We constructed a cancer transcriptome
database, TACCO, (http://
tacco.life.nctu.edu.tw) is an integrated
database providing (1) differentially
expressed miRNA/mRNA in tumors, (2)
pathways enriched with the differentially
expressed genes or targets of the
differentially expressed miRNAs, (3)
prediction models for cancer classification
and (4) prognosis signatures for cancers
with various machine learning algorithms.
(Scientific Reports, February 2019)

We found that the copy number of MLLT3 is
frequently amplified in oral cavity squamous
cell carcinoma. The amplification is
associated with higher expression level of
MLLT3 and poorer overall survival. We also
found reduced cell intensiveness and cell
migration in MLLT3 knockdown cell line.
(The oncologist, July 2019)
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* Identification of potential metabolites as

biomarker in oral cavity squamous cell
carcinoma. (Analytica Chimica Acta, May
2019)

® With high throughput microarray, we found
the host miRNA, miR-1290 is induced after
Influenza A Virus infection and the target gene
vimentin was downregulated which results in
retaining virus ribonucleoprotein in the
nucleus and increase of viral titer. (Molecular
therapy Nucleic acids, March 2019)
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