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In my lab, we employ a molecular and biochemical
approach to investigate how cells acquire fatty acids
from their environment and traffic them for
metabolism using the model eukaryote
Saccharomyces cerevisiae .
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111-9-3 bottom
GANTTGTTCATGTGANTNANGNTTTTCGTATAGNNTTATCTTT
TTCAAAAAGCCCAGCGNTAATAAGCAGTACCCCTNTCGGTA
AAGCAANTNTTGAATAACCNTGACCCACAAACAAGGTGTAC
GAATACAGAGAGACCAACCTGCTTTCATAACACGGTCCATA
AAGCGCACCAATGCCATNNCCAGTGGCAGGGNTTGCCGTA
TGCAAATGGTGCGNGGTTAGTAAACATTTGAACCAATGCAG
GTGTAATAAACGCACCCAACAAATNTCCAACTGAATNNTTCA
CAAACGCACAAAAGGCTATTTCCACCTGCATTCGTAGTCNT
GATAACGTTTGANGCCACGGTTGTNGTGACNAGTGGCAGNC
ANATTNGACCNGATNAGTTCCCAGTCATCTATCGNCGGATC
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All Annotated Sequence Features
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Uncharacterized, Hupothetical protein SNT309, Werified, component of NineTeen complex €NTC) containing PrplSp inwolved
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Oubious, Hupothetical protein RPL11A, VWerified, Protein component of the large (G0S) ribos
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MRPLSL, Verified, Mitochondrial ribosomal protein of the large subunit PREZ, Verified, 205 proteason

Regulatory regions & binding sites
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