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PUBLICATIONS

• Data integration and inference of gene regulation using single-cell temporal multimodal data with scTIE. Genome research

Lin, Y., Wu, T. Y., Chen, X., Wan, S., Chao, B., Xin, J., Yang, J., Wong, W. H., Wang, Y. X.

2023

• scTIE: data integration and inference of gene regulation using single-cell temporal multimodal data. bioRxiv : the preprint server for biology

Lin, Y., Wu, T. Y., Chen, X., Wan, S., Chao, B., Xin, J., Yang, J. Y., Wong, W. H., Wang, Y. X.

2023

• Heritability enrichment in context-specific regulatory networks improves phenotype-relevant tissue identification. eLife

Feng, Z., Duren, Z., Xin, J., Yuan, Q., He, Y., Su, B., Wong, W. H., Wang, Y.

2022; 11

• Regulatory analysis of single cell multiome gene expression and chromatin accessibility data with scREG. Genome biology

Duren, Z., Chang, F., Naqing, F., Xin, J., Liu, Q., Wong, W. H.

2022; 23 (1): 114

• Sc-compReg enables the comparison of gene regulatory networks between conditions using single-cell data. Nature communications

Duren, Z., Lu, W. S., Arthur, J. G., Shah, P., Xin, J., Meschi, F., Li, M. L., Nemec, C. M., Yin, Y., Wong, W. H.

2021; 12 (1): 4763

• Reusability report: Compressing regulatory networks to vectors for interpreting gene expression and genetic variants NATURE MACHINE
INTELLIGENCE

Zeng, W., Xin, J., Jiang, R., Wang, Y.

2021; 3 (7): 576-580

• Time course regulatory analysis based on paired expression and chromatin accessibility data. Genome research

Duren, Z., Chen, X., Xin, J., Wang, Y., Wong, W.

2020

• ZokorDB: tissue specific regulatory network annotation for non-coding elements of plateau zokor QUANTITATIVE BIOLOGY

Xin, J., Hao, J., Chen, L., Zhang, T., Li, L., Chen, L., Zhao, W., Lu, X., Shi, P., Wang, Y.

2020; 8 (1): 43–50

• Chromatin accessibility landscape and regulatory network of high-altitude hypoxia adaptation. Nature communications

Xin, J. n., Zhang, H. n., He, Y. n., Duren, Z. n., Bai, C. n., Chen, L. n., Luo, X. n., Yan, D. S., Zhang, C. n., Zhu, X. n., Yuan, Q. n., Feng, Z. n., Cui, et al
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2020; 11 (1): 4928

• TFAP2C-and p63-Dependent Networks Sequentially Rearrange Chromatin Landscapes to Drive Human Epidermal Lineage Commitment CELL STEM
CELL

Li, L., Wang, Y., Torkelson, J. L., Shankar, G., Pattison, J. M., Zhen, H. H., Fang, F., Duren, Z., Xin, J., Gaddam, S., Melo, S. P., Piekos, S. N., Li, et al

2019; 24 (2): 271-+

• TFAP2C- and p63-Dependent Networks Sequentially Rearrange Chromatin Landscapes to Drive Human Epidermal Lineage Commitment. Cell stem cell

Li, L., Wang, Y., Torkelson, J. L., Shankar, G., Pattison, J. M., Zhen, H. H., Fang, F., Duren, Z., Xin, J., Gaddam, S., Melo, S. P., Piekos, S. N., Li, et al

2019


