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Histone H2A.Z is essential for estrogen receptor signaling. Genes and Development, 2009, 23, 1522-1533.

Yeast RNase lll Triggers Polyadenylation-Independent Transcription Termination. Molecular Cell, 2009,
36, 99-109. o7 48

Identification of Mycobacterial if Factor Binding Sites by Chromatin Immunoprecipitation Assays.
Journal of Bacteriology, 2007, 189, 1505-1513.

Genome-Wide Replication-Independent Histone H3 Exchange Occurs Predominantly at Promoters and o7 292
Implicates H3 K56 Acetylation and Asfl. Molecular Cell, 2007, 27, 393-405. :

The [f factors ofMycobacterium tuberculosis. FEMS Microbiology Reviews, 2006, 30, 926-941.

Detection of prokaryotic promoters from the genomic distribution of hexanucleotide pairs. BMC 06 28
Bioinformatics, 2006, 7, 423. :

MtbRegList, a database dedicated to the analysis of transcriptional regulation in Mycobacterium

tuberculosis. Bioinformatics, 2005, 21, 2563-2565.

Novel Mycobacterium tuberculosis anti-if factor antagonists control [fF activity by distinct mechanisms. 05 04
Molecular Microbiology, 2002, 45, 1527-1540. :



