Outil BLAST® du NCBI : Recherche de similarité entre séquences nucléotidiques (1/2).
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AYZ258597 1002 bp D
Homo sapiens PIC bitter taste recept
allele, complete cds.
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Homo sapiens
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Catarrhini; Hominidae:; Homo.

1 (bases 1 to 1002)

Kim,U.®., Jorgenson,E., Coon,H., Lep
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