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branched-chain amino acid transport
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neutral amino acid transport
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L—amino acid transport
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acetate transport
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pyruvate transport
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fatty acid transport
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vacuolar amino acid transmembrane transport
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proline transmembrane transport
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L—alpha—amino acid transmembrane transport
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basic amino acid transmembrane transport
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plasma membrane acetate transport
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phenylalanine transport
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tyrosine transport
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arginine transport
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lysine transport
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glutamine transport
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proline transport
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L—serine transport
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L—lysine transport
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L—arginine transport
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acetate transmembrane transport
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mitochondrial pyruvate transport
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long—chain fatty acid transport
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amino acid transmembrane export from vacuole
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L—histidine transmembrane transport
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L—arginine transmembrane transport
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L—lysine transmembrane transport
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basic amino acid transmembrane export from vacuole
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proline transmembrane transport
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plasma membrane acetate transport
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long—chain fatty acid import
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