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Proper Citation

Replication Domain (RRID:SCR_012941)

Resource Information

URL: http://www.replicationdomain.org

Proper Citation: Replication Domain (RRID:SCR_012941)

Description: ReplicationDomain is an online database resource for storing, sharing and
visualizing DNA replication timing and transcription data, as well as other numerical
epigenetic data types. Data is typically obtained from DNA microarrays or DNA
sequencing. Our site has a user registration system that allows registered users to upload
their own data sets. While non-registered users may freely view and download public data
sets, registered users may upload their own data sets and view them privately, share them
with other registered users, or make published data sets publicly available. In addition we
have implemented additional mechanisms that allow users to restrict sharing of data sets
to a user designated group of registered users. Further details on the database usage are
in the User Guide Page, while data set details are in the Documentation Page. Replication
timing data were obtained by hybridizing early and late replication intermediates to
Nimblegen oligonucleotide arrays, as described in Hiratani et al [PLoS Biology (2008) 6:
e245]. Briefly, replication intermediates are prepared from cells that are first pulse-labeled
with BrdU and then sorted into early and late stages of S-phase by flow cytometry,
followed by anti-BrdU immunoprecipitation of the BrdU-substituted (nascent) replication
intermediates that were synthesized either early or late during S-phase. After unbiased
amplification of recovered DNA, the samples are differentially labeled with Cy3 and Cy5
and hybridized to Nimblegen CGH arrays containing one oligonucleotide probe every 5.8
kb across the mouse genome (Nimblegen, 2006-07-26_ MM8_WG_CGH). Raw data from
two independent biological replicates in which the early and late replicating DNA were
labeled reciprocally with Cy3 and Cy 5 (dye switch) are loess-normalized and scaled to
have the same median-absolute deviation using the limma package (R/Bioconductor) and
then averaged. Finally, the data are smoothed with a weighted moving average (loess:
local polynomial smoothing).

Synonyms: Replication Domain

Resource Type: data or information resource, database
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Resource Name: Replication Domain
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Alternate IDs: nif-0000-31444

Record Creation Time: 20220129T080313+0000
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Ratings and Alerts
No rating or validation information has been found for Replication Domain.

No alerts have been found for Replication Domain.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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