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for the genes GFY1, 2 and 3 are available, and artificial microRNA (amiRNA) technique will be used to
generate knock-down mutant for GFY4, 5 and all the 5 genes. Mutants will be used to investigate about the

role of this putative acetate transporters by placing them in different culture conditions. Plus, protein
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§ tested, point to a different situation. In particular, our qRT-
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GFY4, and GFY5 were mainly expressed during

acetate assimilation. In support of these findings,
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Conclusion

At first glance, GPR1/FUN34/yaaH genes found in C. reinh
distinct expression under the different culture conditions tes
one co-expressed with fermentation pathway (GFY1, GFY2) an
transporters will show eventually a different subcellular localization,

divergent amino acid composition and the
gest two differentiated expression patterns,
ism (GFY3, GFY4, GFY5). This putative acetate
rane of peroxisomes (GFY1, 3, 4 and 5).
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