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S., Wei, C.*, Chen, H.*, Zhu, Z.*, Nature Communications, 2022, 13:5412.

“Widespread of horizontal gene transfer regions in eukaryotes”, Li, K., Yan, F., Duan, Z.,
Adelson, D., Wei, C.*, bioRxiv, 2022, doi: https://doi.org/10.1101/2022.07.26.501571.

“Long-read sequencing of 111 rice genomes reveals significantly larger pan-genomes”,
Zhang, F., Xue, H., Dong, X., Li, M., Zheng, X., Li, Z., Xu, J., Wang, W., and Weli, C.*,
Genome Research, 2022,32:853-863.

“Open pangenome of Lactococcus lactis generated by a combination of metagenome-
assembled genomes and isolate genomes”, Zhai, Y. and Wei, C., Frontiers in
Microbiology, 2022, 10.3389.

“mbDenoise: microbiome data denoising using zero-inflated probabilistic principal
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“Genetic Profiles Affect the Biological Effects of Serine on Gastric Cancer Cells”, Li, J.,
Xue, H., Xiang, Z., Song, S., Yan, R., Ji, J, Zhu, Z., Wei, C., Yu, Y., Frontiers in
Pharmacology, 2021, 11:1183.
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Generating Retroelements using thousands of genomes and metagenomes”, Yan, F., Yu,


https://doi.org/10.1101/2022.07.26.501571

21.

22.

23.

24,

25.

26.

27.

28.

29.

30.

31.

X., Duan, Z., Lu, J., Jia, B., Qiao, Y., Sun, C., Wei, C.*., BMC Genomics, 2019, 20:595.

“PaSS: A sequencing simulator for PacBio sequencing”, Zhang, W., Ben, J., Wei, C.*,
BMC Bioinformatics, 2019, 20:352.

“GLAPD: whole genome based LAMP primer design for a set of target genomes”, Jia,
B.# Li, X.*, Liu, W., Lu, C., Lu, X., Ma, L., Li, Y.*, Wei, C.*, Frontiers in Microbiology,
2019, 10:2860

“Towards a deeper haplotype mining of complex traits in rice with RFGB v2.0”, Wang,
C., Yu, H., Huang, J., Wang, W., Faruquee, M., Zhang, F., Zhao, X., Fu, B., Chen, K.,
Zhang, H., Tai, S., Wei, C,, Li, J., McNally, K., Alexandrov, N., Gao, X., Li, Z., Xu, J.,
Zheng, T., Plant Biotechnology Journal, 2019, pp. 1-3.

“Comparative genomics analysis and Characterization of two Salmonella enterica Serova
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W., Mao, Y., Zhang X., Pang X., Wei, C., Zhao, G., Chen, Y., Zhao, L., ISME J, 2010,
4,232-241

R, BENE, FHHIE*, PRIFEME*, “Ilumina-Solexa i3 U i & 1FA5 R G A
&, UREMEEZERE, 2009, 15:2899-04

“More Than 9,000,000 unique Genes in Human Gut Bacterial Community: Estimating
Gene Numbers inside a Human Body”, Yang, X., Xie, L. LI, Y. and Wei, C*., PL0S
ONE, 20009, 4(6): e6074.

“The prediction of interferon treatment effects based on time series microarray gene
expression profiles”, Huang, T., Tu, K., Shyr, Y, Wei, C., Xie, L.* and Li, Y.*, Journal
of Transcriptional Medicine, 2008, 6:44.
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Bioinformatics Training Course, Shanghai, China, 4/20/2010

"Finding diversity of a microbe community: 16S rRNA or metagenome shotgun sequencing
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