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CisGenome

RRID:SCR_001558
Type: Tool

Proper Citation

CisGenome (RRID:SCR_001558)

Resource Information

URL.: http://www.biostat.jhsph.edu/~hji/cisgenome/index.htm

Proper Citation: CisGenome (RRID:SCR_001558)

Description: Integrated software tool for tiling array, ChlP-seq, genome and cis-regulatory
element analysis.

Synonyms: CisGenome v2.0
Resource Type: data analysis tool

Defining Citation: PMID:18978777

Keywords: sequencing software, chip seq, downstream analysis, chip analysis, bio.tools
Availability: Free, Available for download, Freely available

Resource Name: CisGenome

Resource ID: SCR_001558

Alternate IDs: OMICS_00423, biotools:cisgenome

Alternate URLSs: https://bio.tools/cisgenome

Old URLSs: http://biogibbs.stanford.edu/~jihk/CisGenome/index.htm

Record Creation Time: 20220129T080208+0000

Record Last Update: 20260725T190504+0000

Ratings and Alerts

No rating or validation information has been found for CisGenome.
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No alerts have been found for CisGenome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 82 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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immunoprecipitation assay data analysis workflows with Rocketchip. bioRxiv : the preprint
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biology, 25(1), 44.
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of transcription factor ZBTB38. Epigenetics, 17(13), 2122.
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program at neonatal stages. Cell reports, 40(10), 111315.

Lex RK, et al. (2022) GLI transcriptional repression is inert prior to Hedgehog pathway
activation. Nature communications, 13(1), 808.

Li J, et al. (2021) Mechanism of forkhead transcription factors binding to a novel
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Shin HM, et al. (2021) Chromatin accessibility of circulating CD8+ T cells predicts
treatment response to PD-1 blockade in patients with gastric cancer. Nature
communications, 12(1), 975.

Pei J, et al. (2021) Multi-omics integration identifies key upstream regulators of
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Clinical epigenetics, 13(1), 61.
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11(1), 15811.

Pei J, et al. (2020) H3K27ac acetylome signatures reveal the epigenomic reorganization in
remodeled non-failing human hearts. Clinical epigenetics, 12(1), 106.
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Dawley rats. Toxicology and applied pharmacology, 398, 115034.




