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RRID:SCR_003448
Type: Tool

Proper Citation

FadE (RRID:SCR_003448)

Resource Information

URL: https://code.google.com/p/fade/

Proper Citation: FadE (RRID:SCR_003448)

Description: A software package designed to determine the methylation parameter at
each cytosine or cytosine-guanine position in the human genome. FadE uses color reads
produced by the SOLiD sequencer or nucleotide reads produced by the Illumina or 454
sequencing platforms.

Abbreviations: FadE

Synonyms: fade - Estimation of position specific methylation parameters in color or
nucleotide space with NR optimization

Resource Type: software resource

Defining Citation: PMID:22965123

Availability: Free, Available for download, Freely available

Resource Name: FadE

Resource ID: SCR_003448

Alternate IDs: OMICS_00599

Alternate URLs: https://minituba.hegroup.org/

Record Creation Time: 20220129T080219+0000

Record Last Update: 20260725T190539+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_003448/resolver
https://code.google.com/p/fade/
https://pubmed.ncbi.nlm.nih.gov/22965123


No rating or validation information has been found for FadE.

No alerts have been found for FadE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 34 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Giannakopoulou E, et al. (2023) A T cell receptor targeting a recurrent driver mutation in
FLT3 mediates elimination of primary human acute myeloid leukemia in vivo. Nature
cancer, 4(10), 1474.

Soch J, et al. (2022) Structural and Functional MRI Data Differentially Predict
Chronological Age and Behavioral Memory Performance. eNeuro, 9(6).
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