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Allelic reprogramming of 3D chromatin architecture during early mammalian development. Nature,

2017, 547, 232-235.

The loss of heterochromatin is associated with multiscale three-dimensional genome reorganization 5.5 36
and aberrant transcription during cellular senescence. Genome Research, 2021, 31, 1121-1135. :

DISMIR: <u>D</u>eep learning-based noninvasive cancer detection by <u>i</u>ntegrating DNA
<u>s</u>equence and methylation information of <u>i</u>ndividual cell-free DNA <u>r<[u>eads.
Briefings in Bioinformatics, 2021, 22, .

4 ARIC: accurate and robust inference of cell type proportions from bulk gene expression or DNA 6.5 6
methylation data. Briefings in Bioinformatics, 2022, 23, . )

MeConcord: a new metric to quantitatively characterize DNA methylation heterogeneity across reads

and CpG sites. Bioinformatics, 2022, 38, i307-i315.

Evaluating methylation of human ribosomal DNA at each CpG site reveals its utility for cancer 6.5 o
detection using cell-free DNA. Briefings in Bioinformatics, 2022, 23, . :



