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ARTICLE IF CITATIONS

CTCF Expression and Dynamic Motif Accessibility Modulates Epitheliala€“Mesenchymal Gene Expression.
Cancers, 2022, 14, 209.

Chromatin Accessibility Identifies Regulatory Elements Predictive of Gene Expression and Disease 70 15
Outcome in Multiple Myeloma. Clinical Cancer Research, 2021, 27, 3178-3189. :

Plasma Cell Fate Is Orchestrated by Elaborate Changes in Genome Compartmentalization and
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The transcription factor E2A activates multiple enhancers that drive <i>Rag<[i> expression in

developing T and B cells. Science Immunology, 2020, 5, . 11.9 4

Chromatin Accessibility Identifies Regulatory Elements Predictive of Oncogene Expression in Multiple
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Active enhancer and chromatin accessibility landscapes chart the regulatory network of primary 14 7
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Abstract LB-B27: Novel antitumor agent GZ17-6.02 exerts discrete effects on transcriptional regulation
in pancreatic cancer cells and cancer associated fibroblasts. , 2018, , .

The E-ld Protein Axis Specifies Adaptive Lymphoid Cell Identity and Suppresses Thymic Innate Lymphoid 143 73
Cell Development. Immunity, 2017, 46, 818-834.e4. :

Transcriptional Repression of IFN Regulatory Factor 7 by MYC Is Critical for Type | IFN Production in
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Biological Methods, 2016, 3, e56. :

ICOS Coreceptor Signaling Inactivates the Transcription Factor FOXO1 to Promote Tfh Cell
Differentiation. Immunity, 2015, 42, 239-251.
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Positive intergenic feedback circuitry, involving EBF1 and FOXO1, orchestrates B-cell fate. Proceedings
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TFIIH XPB mutants suggest a unified bacterial-like mechanism for promoter opening but not escape.
Nature Structural and Molecular Biology, 2005, 12, 603-607.

Stimulation of the XPB ATP-dependent helicase by the beta subunit of TFIIE. Nucleic Acids Research,

2005, 33, 3072-3081. 14.5 267

22

The Schizosaccharomyces pombe Open Promoter Bubble: Mammalian-like Arrangement and Properties.

Journal of Molecular Biology, 2004, 340, 981-989.

A Latent Inhibitor of Fibrin Polymerization with Ancillary Anticoagulant Activity. Thrombosis

24 Research, 2000, 97, 375-378. 17 2



