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18 Uev1A amino terminus stimulates poly-ubiquitin chain assembly and is required for NF-ÎºB activation.
Cellular Signalling, 2020, 74, 109712. 3.6 3
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In-Depth Two-Stage Transcriptional Reprogramming and Evolutionary Engineering of
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30 Uev1A promotes breast cancer cell survival and chemoresistance through the AKT-FOXO1-BIM pathway.
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31 Arabidopsis <i><scp>UBC</scp>13</i> differentially regulates two programmed cell death pathways in
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33 Rad5 coordinates translesion DNA synthesis pathway by recognizing specific DNA structures in
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damage. Mutation Research - Fundamental and Molecular Mechanisms of Mutagenesis, 2018, 808, 39-47. 1.0 8

36 Uev1A-Ubc13 catalyzes K63-linked ubiquitination of RHBDF2 to promote TACE maturation. Cellular
Signalling, 2018, 42, 155-164. 3.6 16



4

Wei Xiao

# Article IF Citations

37 Sgs1 helicase is required for efficient PCNA monoubiquitination and translesion DNA synthesis in
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