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Proper Citation

Krogan Lab Interactome Database (RRID:SCR_008121)

Resource Information

URL: http://interactome-cmp.ucsf.edu/

Proper Citation: Krogan Lab Interactome Database (RRID:SCR_008121)

Description: This database currently holds E-MAP scores (individual interactions and
correlation coefficients) for budding yeast genes involved in the early secretory pathway
and chromosome function (including DNA damage and repair, transcriptional control,
chromosome segregation and telomere regulation). E-MAPs (Epistatic Mini Array Profiles)
are formed by creating and quantifying high-density genetic interaction maps. With this
method, observed double mutant colony sizes are compared to those that would be
expected from a distribution of typical double mutant colonies of each strain. Each
interaction is assigned a score, which indicates the magnitude of the difference from the
expected value and the certainty of the score. Negative (or aggravating) scores ( -2.5)
correspond to synthetic sick/lethal interactions while positive (or alleviating) scores (>
+2.5) corresponds to epistatic or suppressor interactions.

Synonyms: Interactome

Resource Type: data or information resource, database

Keywords: function, gene, chromosome, dna, pathway, secretory, telomere regulation,
transcriptional control, yeast

Resource Name: Krogan Lab Interactome Database

Resource ID: SCR_008121

Alternate IDs: nif-0000-20868

Record Creation Time: 20220129T080245+0000

Record Last Update: 20260801T190958+0000

Ratings and Alerts

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_008121/resolver
http://interactome-cmp.ucsf.edu/


No rating or validation information has been found for Krogan Lab Interactome Database.

No alerts have been found for Krogan Lab Interactome Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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