
 YJL071W, ARG2       || arginine biosynthesis* 
 YLR089C,           || biological_process unknown 
 YJL213W,           || biological_process unknown 
 YOR221C, MCT1       || aerobic respiration* 
 YLR027C, AAT2       || nitrogen metabolism* 
 YEL046C, GLY1       || threonine catabolism* 
 YBR043C,           || biological_process unknown 
 YBR147W,           || biological_process unknown 
 YMR094W, CTF13      || centromere/kinetochore complex maturation 
 YMR095C, SNO1       || pyridoxine metabolism* 
 YMR096W, SNZ1       || pyridoxine metabolism* 
 YMR097C,           || biological_process unknown 
 YBR068C, BAP2       || amino acid transport 
 YHR122W,           || biological_process unknown 
 YOR226C, ISU2       || iron ion homeostasis* 
 YIL121W,           || biological_process unknown 
 YKL121W,           || biological_process unknown 
 YNR068C,           || biological_process unknown 
 YBR047W,           || biological_process unknown 
 YBR046C, ZTA1       || biological_process unknown 
 YDL054C, MCH1       || transport 
 YDR378C, LSM6       || mRNA splicing 
 YBR105C, VID24      || vesicle-mediated transport 
 YFL028C, CAF16      || regulation of transcription, DNA-dependent 
 YHR018C, ARG4       || arginine biosynthesis 
 YER175C, TMT1       || biological_process unknown 
 YGL117W,           || biological_process unknown 
 YBR256C, RIB5       || vitamin B2 biosynthesis 
 YHR029C,           || biological_process unknown 
 YFR055W,           || copper ion homeostasis* 
 YGL026C, TRP5       || tryptophan biosynthesis 
 YPR059C,           || biological_process unknown 
 YOR203W,           || biological_process unknown 
 YOR202W, HIS3       || histidine biosynthesis 
 YJR111C,           || biological_process unknown 
 YOL119C, MCH4       || transport 
 YMR042W, ARG80      || positive regulation of transcription from Pol II promoter
 YFR025C, HIS2       || histidine biosynthesis 
 YLR193C,           || biological_process unknown 
 YPL188W, POS5       || response to oxidative stress* 
 YOL118C,           || biological_process unknown 
 YPL264C,           || biological_process unknown 
 YJR130C, STR2       || sulfur metabolism 
 YNR069C, BSC5       || biological_process unknown 
 YDL025C,           || biological_process unknown 
 YJR148W, BAT2       || branched chain family amino acid biosynthesis* 
 YHR137W, ARO9       || aromatic amino acid family metabolism 
 YDR423C, CAD1       || positive regulation of transcription from Pol II promoter
 YOR225W,           || biological_process unknown 
 YNR056C, BIO5       || biotin biosynthesis* 
 YAL026C, DRS2       || intracellular protein transport* 
 YAL048C,           || vesicle-mediated transport 
 YNR058W, BIO3       || biotin biosynthesis 
 YDR186C,           || biological_process unknown 
 YEL029C, BUD16      || bud site selection 
 YIL003W,           || cell growth and/or maintenance 

Figure 4 Cluster 7


