 
The CECB would like to welcome you to a Workshop at the NIH. The Workshop is free; no registration is required.
 
This Workshop is sponsored by the NCI's Center of Excellence in Chromosome Biology (CECB) and the NIH Chromatin Interest Group. The aim is to foster interaction among major laboratories in the areas of chromosome biology and to enhance the education and development of junior investigators and fellows in CECB laboratories.
  
***CECB Workshop***
 
WEDNESDAY March 6, 2019
Building 35 Conference Room 640
9:00AM to 12:30pm
 
Host: Dr. Andre Nussenzweig: nussenza@exchange.nih.gov
 
Keynote Speaker: Dr. Lestyn Whitehouse (Molecular Biology Program, Memorial Sloan Kettering Cancer Center)
‘Coordination of Transcription and DNA Replication During Embryogenesis’
 
Abstract:
 
During animal embryogenesis, the foremost task for a fertilized zygote is to replicate their genome. We mapped DNA replication origins at high temporal resolution in developmentally staged C. elegans embryos in order to investigate how genome duplication fits into the developmental landscape of embryogenesis. We observe that DNA replication origins are associated with histone modifications found at gene promoters and enhancers. ChIP analysis of histone modifications at time points spanning embryogenesis reveals that “activating” marks are established prior to zygotic transcription and can be explained by germline transcriptional patterns, thus, histone modifications and the positions of replication origins are likely inherited across generations through the germline. The zygotic transcriptome changes drastically throughout the course of embryogenesis, yet surprisingly, the “activating” chromatin modifications generally remain fixed relative to expressed genes: transcripts which are expressed early in embryogenesis are located in close proximity to the “activating” marks while transcripts expressed later in embryogenesis do so at a distance (>10 kb). Currently, we are exploring a model in which the developmental transcriptome in C. elegans is regulated by distinct transcription elongation patterns, rather than enhancer looping interactions and TADs. We hypothesize that the independent evolution of operons in nematodes and the pervasive use of trans-splicing has given rise to a novel mode of gene regulation, that has shaped the landscape of the C. elegans genome.
 
Dr. Whitehouse will also spend a few minutes providing a ‘career and historical perspective’. This will be particularly useful for young researchers to learn more about the chromatin field and some of its major unresolved questions in addition to hearing about Dr. Whitehouse’s personal trajectory towards becoming a principal investigator. 
 
NIH SPEAKERS (not in order of presentation)
 
Dr. Robin Sebastian (Philipp Oberdoerffer lab, NCI)
‘Epigenetic control of genome stability at the inactive X chromosome’ 
 
Dr. Berkley Gryder (Javed Khan lab, NCI)
‘Disruption of core regulatory transcription and 3D enhancer architecture by hyper-acetylation’
 
Dr. Eros Lazzerini Denchi (Tenure-track PI, NCI)
‘Setting Boundaries: How cells keep telomeres in check’
 
Dr. Sang-Min Jang (Mirit Aladjem lab, NCI) 
‘The Replication Origin Binding Protein RepID Recruits the Ubiquitin Ligase CRL4 to Chromatin to Modulate Both Replication and Mitosis’ 
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