
 YJR094W-A, RPL43B     || protein biosynthesis 
 YMR012W, CLU1       || translational initiation* 
 YPL126W, NAN1       || processing of 20S pre-rRNA 
 YAR015W, ADE1       || purine base metabolism 
 YMR024W, MRPL3      || protein biosynthesis 
 YOR341W, RPA190     || transcription from Pol I promoter 
 YLL011W, SOF1       || rRNA modification* 
 YLR401C,           || tRNA modification 
 YCR072C,           || biological_process unknown 
 YBL024W, NCL1       || tRNA methylation 
 YPL086C, ELP3       || regulation of transcription from Pol II promoter 
 YNL087W,           || biological_process unknown 
 YIL070C, MAM33      || aerobic respiration 
 YKR006C, MRPL13     || protein biosynthesis 
 YPL263C, KEL3       || biological_process unknown 
 YHR148W, IMP3       || rRNA modification* 
 YBR034C, HMT1       || mRNA-nucleus export* 
 YBR291C, CTP1       || mitochondrial citrate transport 
 YGR234W, YHB1       || response to stress 
 YPL061W, ALD6       || acetate biosynthesis 
 YGL253W, HXK2       || fructose metabolism 
 YAR073W, IMD1       || GTP biosynthesis 
 YLR432W, IMD3       || GTP biosynthesis 
 YHR216W, IMD2       || GTP biosynthesis 
 YML056C, IMD4       || biological_process unknown 
 YIL009W, FAA3       || lipid metabolism* 
 YAL023C, PMT2       || O-linked glycosylation 
 YDL095W, PMT1       || O-linked glycosylation 
 YGL234W, ADE5,7     || purine base metabolism 
 YGL068W,           || biological_process unknown 
 YGL069C,           || biological_process unknown 
 YGL077C, HNM1       || choline transport 
 YMR203W, TOM40      || mitochondrial translocation 
 YOR204W, DED1       || translational initiation 
 YPL226W, NEW1       || biological_process unknown 
 YOR270C, VPH1       || vacuolar acidification* 
 YOL030W, GAS5       || biological_process unknown 
 YOR133W, EFT1       || translational elongation 
 YKR042W, UTH1       || mitochondrion organization and biogenesis 
 YOR187W, TUF1       || translational elongation 
 YMR229C, RRP5       || rRNA processing* 
 YHR196W, UTP9       || processing of 20S pre-rRNA 
 YNR053C, NOG2       || mRNA splicing 
 YGL022W, STT3       || N-linked glycosylation 
 YPR110C, RPC40      || transcription from Pol I promoter* 
 YLR083C, EMP70      || transport 
 YGR264C, MES1       || amino acid activation 
 YNR021W,           || biological_process unknown 
 YPR074C, TKL1       || pentose-phosphate shunt 
 YJL200C,           || biological_process unknown 
 YBL076C, ILS1       || protein biosynthesis 
 YBR115C, LYS2       || lysine biosynthesis, aminoadipic pathway 
 YNL247W,           || cysteine metabolism* 
 YOR335C, ALA1       || alanyl-tRNA aminoacylation 
 YOR224C, RPB8       || transcription from Pol II promoter* 
 YPL237W, SUI3       || translational initiation 
 YLR168C,           || biological_process unknown 
 YPL238C,           || biological_process unknown 
 YDR245W, MNN10      || actin filament organization* 
 YBR079C, RPG1       || translational initiation 
 YIL078W, THS1       || protein biosynthesis 
 YLR060W, FRS1       || phenylalanyl-tRNA aminoacylation 
 YDL229W, SSB1       || protein biosynthesis 
 YLR180W, SAM1       || methionine metabolism 
 YLR058C, SHM2       || one-carbon compound metabolism 
 YMR120C, ADE17      || 'de novo' IMP biosynthesis 
 YLR359W, ADE13      || purine base metabolism 
 YKR059W, TIF1       || translational initiation 
 YIL094C, LYS12      || lysine biosynthesis 
 YOR315W,           || biological_process unknown 
 YLR249W, YEF3       || translational elongation 
 YNL209W, SSB2       || protein biosynthesis 
 YMR217W, GUA1       || GMP metabolism 
 YLR372W, SUR4       || sphingolipid biosynthesis* 
 YMR318C, ADH6       || aldehyde metabolism* 
 YNR050C, LYS9       || lysine biosynthesis, aminoadipic pathway 
 YDR234W, LYS4       || lysine biosynthesis, aminoadipic pathway 
 YHR005C-A, MRS11      || mitochondrial translocation 
 YDR101C, ARX1       || ribosomal large subunit biogenesis 
 YPR041W, TIF5       || regulation of translational initiation* 
 YBR121C, GRS1       || glycyl-tRNA aminoacylation* 
 YMR290C, HAS1       || biological_process unknown 
 YNL248C, RPA49      || transcription from Pol I promoter 
 YLR197W, SIK1       || rRNA modification* 
 YOL077C, BRX1       || ribosomal large subunit assembly and maintenance 
 YOR310C, NOP58      || rRNA modification* 
 YLR196W, PWP1       || biological_process unknown 
 YOR095C, RKI1       || pentose-phosphate shunt 
 YBL039C, URA7       || phospholipid biosynthesis* 
 YGR160W,           || biological_process unknown 
 YGR159C, NSR1       || rRNA processing* 
 YGR103W, NOP7       || ribosomal large subunit biogenesis 
 YLR198C,           || biological_process unknown 
 YOR272W, YTM1       || ribosomal large subunit biogenesis* 
 YLR222C, UTP13      || processing of 20S pre-rRNA 
 YMR300C, ADE4       || purine base metabolism 
 YPL211W, NIP7       || rRNA processing* 
 YOR128C, ADE2       || purine base metabolism 
 YNL112W, DBP2       || biological_process unknown 
 YOL010W, RCL1       || rRNA processing 
 YKR092C, SRP40      || nucleocytoplasmic transport 
 YJR070C,           || biological_process unknown 
 YMR260C, TIF11      || translational initiation 
 YNL075W, IMP4       || rRNA modification* 
 YOR309C,           || biological_process unknown 
 YJL148W, RPA34      || transcription from Pol I promoter 
 YAL025C, MAK16      || ribosomal large subunit biogenesis* 
 YPR163C, TIF3       || translational initiation 
 YPR187W, RPO26      || transcription from Pol II promoter* 
 YLR186W, EMG1       || processing of 20S pre-rRNA* 
 YDL208W, NHP2       || rRNA modification* 
 YKL009W, MRT4       || ribosomal large subunit biogenesis 
 YBR154C, RPB5       || transcription from Pol II promoter* 
 YBR084W, MIS1       || nucleobase, nucleoside, nucleotide and nucleic acid metabolism
 YOR361C, PRT1       || translational initiation 
 YNL182C,           || biological_process unknown 
 YJL208C, NUC1       || DNA recombination 
 YOR342C,           || biological_process unknown 
 YOL124C,           || biological_process unknown 
 YLR409C,           || biological_process unknown 
 YNL141W, AAH1       || adenine catabolism 
 YOL097C, WRS1       || tryptophanyl-tRNA aminoacylation 
 YKL081W, TEF4       || translational elongation 
 YDR023W, SES1       || amino acid activation 
 YMR131C, RRB1       || ribosome biogenesis 
 YLR175W, CBF5       || rRNA modification* 
 YLR150W, STM1       || telomere maintenance* 
 YOR168W, GLN4       || amino acid activation 
 YDR237W, MRPL7      || protein biosynthesis 
 YLR312W-A, MRPL15     || protein biosynthesis 
 YGL078C, DBP3       || 35S primary transcript processing* 
 YHR170W, NMD3       || ribosomal large subunit assembly and maintenance 
 YBR283C, SSH1       || cotranslational membrane targeting 
 YML052W, SUR7       || sporulation (sensu Saccharomyces) 
 YPR119W, CLB2       || G2/M transition of mitotic cell cycle* 
 YGR279C, SCW4       || conjugation with cellular fusion 
 YLR190W,           || biological_process unknown 
 YBR162C,           || biological_process unknown 
 YJL158C, CIS3       || cell wall organization and biogenesis 
 YOR248W,           || biological_process unknown 
 YOR247W, SRL1       || nucleobase, nucleoside, nucleotide and nucleic acid metabolism
 YMR305C, SCW10      || conjugation with cellular fusion 
 YIL123W, SIM1       || microtubule cytoskeleton organization and biogenesis 
 YMR307W, GAS1       || cell wall organization and biogenesis 
 YHR143W, DSE2       || cell wall organization and biogenesis* 
 YLR286C, CTS1       || cytokinesis, completion of separation 
 YNL066W, SUN4       || mitochondrion organization and biogenesis 
 YMR304C-A,           || biological_process unknown 
 YMR215W, GAS3       || biological_process unknown 
 YPR004C,           || biological_process unknown 
 YJL183W, MNN11      || protein amino acid glycosylation 
 YJL138C, TIF2       || translational initiation* 
 YML106W, URA5       || pyrimidine base biosynthesis 
 YOR375C, GDH1       || glutamate biosynthesis, using glutamate dehydrogenase (NAD(P)+
 YMR241W, YHM2       || tricarboxylic acid transport 
 YOR232W, MGE1       || mitochondrial translocation 
 YJR064W, CCT5       || protein folding* 
 YOL139C, CDC33      || translational initiation* 
 YJR101W, RSM26      || protein biosynthesis 
 YNL315C, ATP11      || protein complex assembly 
 YLR253W,           || biological_process unknown 
 YPL210C, SRP72      || protein-ER targeting 
 YMR033W, ARP9       || chromatin modeling 
 YOR266W, PNT1       || inner mitochondrial membrane organization and biogenesis 
 YOR151C, RPB2       || transcription from Pol II promoter 
 YJL186W, MNN5       || protein amino acid glycosylation 
 YOL049W, GSH2       || glutathione biosynthesis 
 YKL212W, SAC1       || dephosphorylation* 
 YKL165C, MCD4       || GPI anchor biosynthesis 
 YMR309C, NIP1       || translational initiation 
 YDR238C, SEC26      || ER to Golgi transport 
 YOR197W, MCA1       || apoptosis 
 YGL139W,           || biological_process unknown 
 YOR217W, RFC1       || DNA repair* 
 YOR169C,           || biological_process unknown 
 YML080W, DUS1       || tRNA modification 
 YMR293C,           || aerobic respiration 
 YOR145C, PNO1       || protein complex assembly 
 YOL023W, IFM1       || translational initiation 
 YNL151C, RPC31      || transcription from Pol III promoter 
 YNL061W, NOP2       || rRNA processing 
 YLR221C,           || biological_process unknown 
 YCL053C,           ||  
 YNL110C, NOP15      || ribosomal large subunit biogenesis 
 YCL059C, KRR1       || rRNA processing* 
 YKL021C, MAK11      || ribosomal large subunit biogenesis* 
 YPL217C, BMS1       || rRNA processing* 
 YPR143W,           || biological_process unknown 
 YOL080C, REX4       || rRNA processing* 
 YKL143W, LTV1       || biological_process unknown 
 YNL002C, RLP7       || ribosomal large subunit biogenesis* 
 YPL093W, NOG1       || biological_process unknown 
 YOR243C, PUS7       || pseudouridine synthesis 
 YGR054W,           || translational initiation 
 YOR067C, ALG8       || dolichol-linked oligosaccharide biosynthesis* 
 YPL081W, RPS9A      || protein biosynthesis* 
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