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Proper Citation

Sequencing of Candida Albicans (RRID:SCR_013437)

Resource Information

URL: http://www-sequence.stanford.edu/group/candida/

Proper Citation: Sequencing of Candida Albicans (RRID:SCR_013437)

Description: The Stanford Genome Technology Center began a whole genome shotgun
sequencing of strain SC5314 of Candida albicans. After reaching its original goal of 1.5X
mean coverage of the haploid genome (16Mb) in summer, 1998, Stanford was awarded a
supplemental grant to continue sequencing up to a coverage of 10X, performing as much
assembly of the sequence as possible, using recognizable genes as nucleation points.
Candida albicans is one of the most commonly encountered human pathogens, causing a
wide variety of infections ranging from mucosal infections in generally healthy persons to
life-threatening systemic infections in individuals with impaired immunity. Oral and
esophogeal Candida infections are frequently seen in AIDS patients. Few classes of drugs
are effective against these fungal infections, and all of them have limitations with regard to
efficacy and side-effects.

Synonyms: Candida Albicans

Resource Type: data or information resource, topical portal, portal

Keywords: stanford, genome, technology, shotgun, sequencing, strain, haploid, gene,
nucleation, health, life, aids, drug, patient

Funding: Burroughs Wellcome Fund ;
NIDCR DE12302-02S2;
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Ratings and Alerts

No rating or validation information has been found for Sequencing of Candida Albicans.

No alerts have been found for Sequencing of Candida Albicans.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 21 mentions in open access literature.
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