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ARG3 5.18 1.05 

Ornithine carbamoyltransferase (carbamoylphosphate:L-

ornithine carbamoyltransferase), catalyzes the sixth step in the 

biosynthesis of the arginine precursor ornithine. 

ARG7 2.67 1.19 

Mitochondrial ornithine acetyltransferase, catalyzes the fifth 

step in arginine biosynthesis; also possesses acetylglutamate 

synthase activity, regenerates acetylglutamate while forming 

ornithine. 

ARG8 4.31 -1.05 
Acetylornithine aminotransferase, catalyzes the fourth step in 

the biosynthesis of the arginine precursor ornithine. 

ARO8 2.19 -1.02 
Aromatic aminotransferase I, expression is regulated by general 

control of amino acid biosynthesis 

ARO9 3.09 1.12 
Aromatic aminotransferase II, catalyzes the first step of 

tryptophan, phenylalanine, and tyrosine catabolism 

BAS1 2.83 1.25 

Myb-related transcription factor involved in regulating basal and 

induced expression of genes of the purine and histidine 

biosynthesis pathways; also involved in regulation of meiotic 

recombination at specific genes 

BIO2 11.82 2.26 

Biotin synthase, catalyzes the conversion of dethiobiotin to 

biotin, which is the last step of the biotin biosynthesis pathway; 

complements E. coli bioB mutant. 

BIO3 25.77 3.1 

7,8-diamino-pelargonic acid aminotransferase (DAPA), catalyzes 

the second step in the biotin biosynthesis pathway; BIO3 is in a 

cluster of 3 genes (BIO3, BIO4, and BIO5) that mediate biotin 

synthesis. 

BIO4 10.23 1.32 

Dethiobiotin synthetase, catalyzes the third step in the biotin 

biosynthesis pathway; BIO4 is in a cluster of 3 genes (BIO3, 

BIO4, and BIO5) that mediate biotin synthesis; expression 

appears to be repressed at low iron levels. 

DAL3 9.76 3.15 

Ureidoglycolate hydrolase, converts ureidoglycolate to 

glyoxylate and urea in the third step of allantoin degradation; 

expression sensitive to nitrogen catabolite repression 

DAL82 3.01 1.56 

Positive regulator of allophanate inducible genes; binds a 

dodecanucleotide sequence upstream of all genes that are 

induced by allophanate; contains an UISALL DNA-binding, a 

transcriptional activation, and a coiled-coil domain 

DBF2 4.24 1.31 

Ser/Thr kinase involved in transcription and stress response; 

functions as part of a network of genes in exit from mitosis; 

localization is cell cycle regulated; activated by Cdc15p during 

the exit from mitosis; also plays a role in regulating the stability 

of SWI5 and CLB2 mRNAs 

EEB1 4.87 1.31 

Acyl-coenzymeA:ethanol O-acyltransferase responsible for the 

major part of medium-chain fatty acid ethyl ester biosynthesis 

during fermentation; possesses short-chain esterase activity; 

may be involved in lipid metabolism and detoxification 

EHT1 4.57 -1.09 Acyl-coenzymeA:ethanol O-acyltransferase that plays a minor 

role in medium-chain fatty acid ethyl ester biosynthesis; 



possesses short-chain esterase activity; localizes to lipid 

particles and the mitochondrial outer membrane 

ILV3 2.36 -1.06 
Dihydroxyacid dehydratase, catalyzes third step in the common 

pathway leading to biosynthesis of branched-chain amino acids 

ILV5 2.07 1.04 

Bifunctional acetohydroxyacid reductoisomerase and mtDNA 

binding protein; involved in branched-chain amino acid 

biosynthesis and maintenance of wild-type mitochondrial DNA; 

found in mitochondrial nucleoids 

LEU1 3.07 1.09 
Isopropylmalate isomerase, catalyzes the second step in the 

leucine biosynthesis pathway 

LEU4 2.5 1.19 

Alpha-isopropylmalate synthase (2-isopropylmalate synthase); 

the main isozyme responsible for the first step in the leucine 

biosynthesis pathway 

LEU9 2.14 1.14 

Alpha-isopropylmalate synthase II (2-isopropylmalate synthase), 

catalyzes the first step in the leucine biosynthesis pathway; the 

minor isozyme, responsible for the residual alpha-IPMS activity 

detected in a leu4 null mutant 

LYS1 4.14 1.16 

Saccharopine dehydrogenase (NAD+, L-lysine-forming), 

catalyzes the conversion of saccharopine to L-lysine, which is 

the final step in the lysine biosynthesis pathway; also has mRNA 

binding activity. 

LYS4 3.03 -1.25 

Homoaconitase, catalyzes the conversion of homocitrate to 

homoisocitrate, which is a step in the lysine biosynthesis 

pathway. 

LYS9 3.26 -1.11 

Saccharopine dehydrogenase (NADP+, L-glutamate-forming); 

catalyzes the formation of saccharopine from alpha-

aminoadipate 6-semialdehyde, the seventh step in lysine 

biosynthesis pathway; exhibits genetic and physical interactions 

with TRM112. 

MET14 3.44 -2.07 
Adenylylsulfate kinase, required for sulfate assimilation and 

involved in methionine metabolism 

MET16 11.37 1.13 

3'-phosphoadenylsulfate reductase, reduces 3'-phosphoadenylyl 

sulfate to adenosine-3',5'-bisphosphate and free sulfite using 

reduced thioredoxin as cosubstrate, involved in sulfate 

assimilation and methionine metabolism 

MET22 3.45 1.27 

Bisphosphate-3'-nucleotidase, involved in salt tolerance and 

methionine biogenesis; dephosphorylates 3'-

phosphoadenosine-5'-phosphate and 3'-phosphoadenosine-5'-

phosphosulfate, intermediates of the sulfate assimilation 

pathway 

MET3 12.13 1.17 

ATP sulfurylase, catalyzes the primary step of intracellular 

sulfate activation, essential for assimilatory reduction of sulfate 

to sulfide, involved in methionine metabolism. 

MET8 4.88 -1.41 

Bifunctional dehydrogenase and ferrochelatase, involved in the 

biosynthesis of siroheme, a prosthetic group used by sulfite 

reductase; required for sulfate assimilation and methionine 

biosynthesis. 

STP22 2.25 1.02 Component of the ESCRT-I complex, which is involved in 

ubiquitin-dependent sorting of proteins into the endosome; 



homologous to the mouse and human Tsg101 tumor 

susceptibility gene; mutants exhibit a Class E Vps phenotype 

SUL1 11.44 -2.33 

High affinity sulfate permease of the SulP anion transporter 

family; sulfate uptake is mediated by specific sulfate 

transporters Sul1p and Sul2p, which control the concentration 

of endogenous activated sulfate intermediates. 

SUL2 20.67 1.27 

High affinity sulfate permease; sulfate uptake is mediated by 

specific sulfate transporters Sul1p and Sul2p, which control the 

concentration of endogenous activated sulfate intermediates. 

URE2 2.2 1.15 

Nitrogen catabolite repression transcriptional regulator that 

acts by inhibition of GLN3 transcription in good nitrogen source; 

has glutathione peroxidase activity and can mutate to acquire 

GST activity; altered form creates [URE3] prion 

VAC17 3.82 -1.38 

Phosphoprotein involved in vacuole inheritance; degraded in 

late M phase of the cell cycle; acts as a vacuole-specific receptor 

for myosin Myo2p 

VPS9 2.47 1.35 

A guanine nucleotide exchange factor involved in vesicle-

mediated vacuolar protein transport; specifically stimulates the 

intrinsic guanine nucleotide exchange activity of Vps21p/Rab5: 

similar to mammalian ras inhibitors; binds ubiquitin 

ZAP1 4.33 1.56 

Zinc-regulated transcription factor; binds to zinc-responsive 

promoters to induce transcription of certain genes in presence 

of zinc, represses other genes in low zinc; regulates its own 

transcription; contains seven zinc-finger domains 

 

 


