Supplementary Material

S1 ORFs whose transcripts are induced by > 4-fold by paraoxon in both control and OPH+ yeast (n=64)

	ORF
	Gene
	Fold
	Function/gene product/description (yeast genome.org)
	Functional Category (MIP)

	YGR035C
	-
	1789.2
	Function unknown; activated by Yrm1p and Yrr1p along with genes involved in MDR
	Unclassified

	YHR139C
	SPS100
	719.1
	Sporulation-specific cell wall maturation protein
	Cell type differentiation

	YOR049C
	RSB1
	580.1
	Phospholipid translocating ATPase activity
	Cellular transport/lipid transport

	YOR186W
	
	269.1
	Hypothetical protein
	Unclassified

	YGR213C
	RTA1
	152.2
	Protein involved in 7-aminocholesterol resistance
	Cell rescue, defense and virulence

	YGR236C
	SPG1
	106.2
	Protein required for survival at high temperature during stationary phase
	Unclassified

	YLR346C
	-
	69.6
	Unknown function; regulated by transcription factors involved in PDR
	Unclassified

	YGR066C
	-
	28.8
	Hypothetical protein
	Unclassified

	YIR017C
	MET28
	27.7
	Transcriptional activator Participates in sulfur metabolism Stress response
	Transcriptional activator; Regulation of sulphur utilization

	YIL160C
	POT1/FOX3/POX3
	27.3
	3-ketoacyl-CoA thiolase with broad chain length specificity
	Metabolism; fatty acid degradation; energy, oxidation of fatty acids

	YLR136C
	TIS11/CTH2
	22.3
	mRNA binding protein expressed during iron starvation
	Transcription, transcription factor; tRNA modification

	YNR034W
	SOL1
	18.5
	Protein with a possible role in tRNA transport
	Energy, pentose-phosphate pathway. Transcription, tRNA processing.

	YLL056C
	-
	18.5
	Unknown; activated by Yrm1p and Yrr1p along with genes involved in PDR.;
	Unclassified

	YLR092W
	SUL2
	17.1
	High affinity sulfate permease
	Amino acid metabolism. Cellular transport, sulphate transport; Interaction with the cellular environment, homeostasis of sulphates

	YKL071W
	-
	16.1
	Unknown function
	Unclassified

	YKL107W
	-
	15.7
	Unknown function
	Unclassified

	YJL045W
	SDH1b
	15.5
	Succinate dehydrogenase activity
	Metabolism, carbohydrate utilization; Energy; Protein binding function; Cellular transport

	YIR018W
	YAP5
	13.9
	Basic leucine zipper (bZIP) transcription factor; RNA polymerase II transcriptionl factor activity.
	Transcription; Transcriptional control

	YGR052W
	FMP48
	12.0
	Un known; Mitochondrial protein; Kinase activity
	Metabolism; phosphate utilization

	YGR087C
	PDC6
	11.4
	Pyruvate decarboxylase activity
	Metabolism, organic acid catabolism and anabolism;

Energy, alcohol fermentation.

	YKL221W
	MCH2
	11.0
	Monocarboxylic acid transporter activity
	Cellular transport

	YOL162W
	-
	10.9
	Hypothetical protein;transporter activity
	Cellular transport

	YPL223C
	GRE1
	10.8
	Hydrophilin of unknown function; Stress response
	Cell rescue, defense and virulence; Oxidative, osmotic, salt, pH and heat stress response

	YDR453C
	TSA2
	10.5
	Thioredoxin peroxidase activity; Stress inducible
	Metabolism; Biosynthesis of thioredoxin; Cell rescue, defense and virulence, oxidative stress response, oxygen and radical detoxification

	YEL070W
	DSF1
	10.2
	Unknown function
	Unknown classification

	YAL061W
	-
	9.7
	Oxidoreductase
	Metabolism, carbohydrate utilization; Energy, fermentation

	YNL194C
	-
	9.6
	Unknown function; Integral membrane protein
	Cell type differentiation

	YPL017C
	IRC15
	9.4
	S-adenosylmethionine-dependent methyltransferase activity
	Metabolism, carbohydrate utilization

	YDL024C
	DIA3
	9.2
	Acid phosphatase activity
	Metabolism, phosphate and carbohydrate utilization; Cell type differentiation, budding, filament formation 

	YBR284W
	-
	8.9
	Unknown function
	Metabolism; Purine nucleotide metabolism

	YJL163C
	-
	8.8
	Unknown function
	Unclassified.

	YNL277W
	MET2
	8.6
	L-homoserine-O-acetyl transferase
	Metabolism; Biosynthesis of methionine and metabolism of serine

	YIL113W
	SDP1
	8.1
	Stress-inducible MAP kinase phosphatase
	Metabolism; Protein fate; Protein activity regulation; Cellular communication; Cell rescue, defense and virulence; Biogenesis of cellular components

	YIL099W
	SGA1
	8.1
	Sporulation-specific glucan 1,4-alpha-glucosidase
	Metabolism, polysaccharide degradation; Cell type differentiation, development of asco-basidio or zygospore

	YNL195C
	-
	7.8
	Unknown function
	Unclassified

	YMR169C
	ALD3
	7.5
	3-chloroallyl aldehyde dehydrogenase
	Metabolism, energy (fermentation),cell rescue, defense and virulence (stress response)

	YOR328W
	PDR10
	7.4
	ATPase activity involved in PDR 
	Metabolism (phosphate utilization), protein with binding function (ATP binding); Cellular transport (drug transport) and ABC transporter

	YBR047W
	FMP23
	6.8
	Unknown function
	Unclassified

	YNR014W
	-
	6.7
	Unknown function
	Unclassified

	YDL214C
	PRR2
	6.5
	Receptor signaling protein serine/threonine kinase activity
	Metabolism (phosphate utilization); Protein fate (phosphorylation); Cellular communication (MAPKKK cascade, receptor enzyme mediated signaling)

	YNL093W
	YPT53
	6.3
	GTPase
	Protein fate (targeting, sorting, translocation); Cellular transport (vacuolar transport, endocytosis)

	YCL064C
	CHA1
	6.1
	Catabolic L-ser/thr deaminase
	Metabolism (degradation of threonine and serine)

	YGL184C
	STR3
	5.8
	Cystathionine beta-lyase
	Metabolism (biosynthesis of homocysteine, nitrogen and sulphur metabolism)

	YHR160C
	PEX18
	5.5
	Peroxisomal targeting/protein binding
	Protein fate (targeting, sorting, translocation); Protein with binding function; Cellular transport (peroxisomal transport); Biogenesis of cellular components (peroxisome)

	YDL085W
	NDE2/ NDH2
	5.4
	Mitochondrial external NADH dehydrogenase
	Energy (electron transport, membrane associated energy conservation, aerobic respiration, alcohol fermentation); Cellular transport (electron/hydrogen transport); Biogenesis of cellular components

	YGL157W
	-
	5.4
	Oxidoreductase
	Metabolism (carbohydrate utilization and metabolism of vitamins, cofactors and prosthetic groups)

	YAL067C
	SEO1
	5.4
	Putative permease/transporter activity
	Cellular transport (anion transport and transport facilitation)

	YPL054W
	LEE1
	5.3
	Unknown function
	Unclassified

	YNL025C
	SSN8/ GIG3/NUT9SRB11/UME3/RYE2/CycC
	5.0
	Cyclin dependent protein kinase; RNA polymerase II transcription factor activity.
	Metabolism; Cell cycle and DNA processing; Transcription; Protein activity regulation 

	YMR118C
	-
	5.0
	Unknown function; Similarity to succinate dehydrogenase
	Energy

	YMR291W
	-
	4.9
	Protein kinase
	Metabolism; Protein fate

	YDR406W
	PDR15
	4.9
	ATPase; ABC transporter
	Metabolism; Protein with binding function 9ATP binding); Cellular transport (ABC transporters)

	YDL218W
	-
	4.9
	Unknown function
	Unclassified

	YMR206W
	-
	4.6
	Unknown function
	Unclassified

	YJR010W
	MET3
	4.5
	Sulphate adenylyltransferase
	Metabolism

	YBL005W
	PDR3/AMY2/TPE2.
	4.5
	Transcriptional activator of the PDR network
	Transcription (activator); DNA binding protein; Cell rescue, defense, and virulence (Chemical agent resistance and detoxification)

	YHL036W
	MUP3
	4.4
	Low affinity methionine permease
	Metabolism; Cellular transport 

	YDR070C
	FMP16
	4.4
	Unknown function
	Unclassified

	YDL223C
	HBT1
	4.3
	Substrate of the Hub1p ubiquitin-like protein
	Interaction with the cellular environment; Cell fate (growth/morphogenesis);Development (mating)

	YMR306W
	FKS3
	4.3
	1,3-beta-glucan synthase
	Metabolism; Biogenesis of cellular components

	YDL199C
	-
	4.3
	Similarity to sugar transporter proteins
	Cellular transport

	YBR076W
	ECM8
	4.2
	Unknown function; Cell wall structure
	Biogenesis of cell wall

	YFL052W
	-
	4.1
	Unknown function; Similarity to maltose fermentation regulatory proteins
	Metabolism. Transcription. Protein with binding function

	YNL144C
	
	4.1
	Unknown function
	Unclassified


Classification categories derived from MIPS database (Munich Information Center for Protein Sequences)

S2 ORFs whose transcripts are induced by > 2-fold by paraoxon in OPH+ yeast (n=32) but not in control yeast (harboring the empty plasmid control) and excluding ORFs induced solely by paraoxon

	ORF
	Gene
	Fold
	Function/gene product/description (yeast genome.org)
	Functional Category (MIP)

	YGL205W
	POX1/FOX1
	7.0
	Acyl coenzyme A oxidase
	Metabolism (fatty acid degradation); Energy (oxidation of fatty acids) 

	YJL219W
	HXT9
	3.9
	Putative hexose transporter
	Cellular transport (sugar transport, cellular import)

	YGR287C
	-
	3.9
	Hydrolase
	Metabolism (sugar catabolism); Energy (metabolism of energy reserves)

	YHL012W
	-
	3.8
	Unknown/similar to UDP glucose pyrophosphorylase
	Metabolism

	YDL243C
	AAD4
	3.3
	Aryl-alcohol dehydrogenase
	Metabolism (phenylalanine, tyrosine, carbohydrate); Energy (fermentation)

	YAR023C
	-
	3.1
	Unknown
	Unclassified

	YDR530C
	APA2
	2.9
	Tetraphosphatase
	Metabolism

	YGR067C
	
	2.9
	Unknown/similarity to transcription factor
	Transcription

	YBR285W
	-
	2.7
	Unknown
	Unclassified

	YHR124W
	NDT80
	2.7
	Transcription factor
	Cell cycle and DNA processing (meiosis); Transcription (transcriptional control).

	YLL063C
	AYT1
	2.6
	Acetyltransferase
	Metabolism; Cell rescue, defense and virulence (resistance proteins, detoxification)

	YOR180C
	DCI1/ECI2
	2.6
	Isomerase
	Metabolism (fatty acid degradation and utilization)

	YPR184W
	GDB1
	2.5
	Glucanotransferase/1,6-glucosidase
	Metabolism (polysaccharide degradation and synthesis); Energy (metabolism of energy reserves)

	YLR460C
	-
	2.4
	Unknown function
	Unclassified

	YHR092C
	HXT4/LGT1/RAG1
	2.4
	Glucose transporter
	Cellular transport

	YKR098C
	UBP11
	2.3
	Ubiquitin-specific protease
	Protein fate (modification and degradation)

	YLR174W
	IDP2
	2.3
	Isocitrate dehydrogenase
	Metabolism; Energy

	YDR438W
	THI74
	2.3
	Unknown function.
	Unclassified

	YLR218C
	-
	2.3
	Unknown function.
	Unclassified

	YOL044W
	PEX15/PAS21
	2.2
	Peroxisome biogenesis
	Protein fate; Cellular transport; Biogenesis of cellular components

	YDR058C
	TGL2
	2.2
	Triacylglycerol lipase
	Metabolism (degradation of lipids, fatty acids)

	YLL061W
	MMP1
	2.2
	S-methylmethionine permease.
	Cellular transport

	YKL093W
	MBR1
	2.1
	Mitochondrial functions and stress response
	Energy; Transcription; Biogenesis of cellular components

	YHR132W
	-
	2.1
	Unknown function.
	Unclassified

	YHR209W
	-
	2.1
	S-adenosylmethionine-dependent methyltransferase
	Unclassified

	YER188C
	-
	2.1
	Unknown function.
	Unclassified

	YGR194C
	XKS1
	2.1
	Xylulokinase
	Metabolism; Protein with binding function

	YIL162W
	SUC2
	2.1
	Invertase.
	Metabolism

	YPL189W
	GUP2
	2.0
	O-acetyltransferase activity
	Cellular transport

	YDR435C
	PPM1
	2.0
	Carboxy methyltransferase
	Protein fate

	YMR281W
	GPI12
	2.0
	N-acetylglucosaminylphosphatidylinositol deacetylase 
	Metabolism; Protein fate

	YKR009C
	FOX2/POX2
	2.0
	Dehydrogenase/hydratase
	Metabolism; Energy; Biogenesis of cellular components


S3 ORFs whose transcripts are repressed by > 4-fold by paraoxon in control yeast (harboring the empty plasmid control) (n=53) 
	ORF
	Gene
	Fold
	Function/gene product/description (yeast genome.org)
	Functional Category (MIP)

	YDL227C
	HO
	380.0
	Endonuclease
	Cell cycle and DNA processing; Interaction with cellular metabolism (pheromone response) Development (mating)

	YNR056C
	BIO5
	154.3
	Transmembrane permease
	Metabolism of vitamins; Cellular transport (of aa, lipids vitamins)

	YPR002W
	PDH1
	38.0
	Mitochondrial protein
	Metabolism

	YLR042C
	-
	29.0
	Unknown function
	Unclassified

	YML052W
	SUR7
	25.5
	Integral membrane protein
	Cell type differentiation (zygospore)

	YOR315W
	SFG1
	22.5
	Transcription factor
	Transcription (transcriptional activator); Cell type differentiation (hyphae formation)

	YMR013W
	-
	20.1
	Hypothetical protein
	Unclassified

	YGR177C
	ATF2
	17.0
	Alcohol acetyltransferase
	Metabolism (carbohydrate utilization); Metabolism (fatty acids, lipids)

	YNL072W
	RNH201/ RNH35
	15.6
	Ribonuclease
	Metabolism (polynucleotide degradation); Cell cycle and DNA processing (DNA synthesis and replication); Protein with binding function (DNA, RNA, magnesium binding)

	YIL121W
	QDR2
	13.7
	Multidrug transporter
	Cellular transport (drug, ABC transporter, cellular export and secretion); Cell rescue, defense and virulence (detoxification by export)

	YML123C
	PHO84
	12.1
	Inorganic phosphate transporter
	Cellular transporter (heavy metal ion, phosphate, carbohydrate transport, cellular import); Interaction with the cellular environment (homeostasis of protons, of phosphate)

	YOR388C
	FDH1
	12.1
	Formate dehydrogenase
	Metabolism (vitamins, cofactors); Energy (fermentation)

	YDR222W
	-
	10.6
	Unknown function
	Unclassified

	YGR103W
	NOP7/ YPH1
	9.5
	rRNA processing
	Transcription (rRNA processing); Protein synthesis (ribosome biogenesis)

	YBR092C
	PHO3
	8.4
	Acid phosphatase
	Metabolism (phosphate, carbohydrate, and vitamin utilization)

	YPR157W
	-
	7.8
	Unknown function
	Unclassified

	YIL015W
	BAR1/ SST1
	7.6
	Aspartic-type endopeptidase
	Protein fate (cytoplasmic and nuclear protein degradation); Interaction with the cellular environment (pheromone response, sex-specific proteins)

	YIL158W
	-
	7.3
	Unknown function
	Unclassified

	YLR413W
	
	7.2
	Unknown function
	Unclassified

	YDR144C
	MKC7/ YPS2
	6.8
	Aspartyl protease
	Protein fate (processing, and degradation)

	YPL241C
	CIN2
	6.7
	Tubulin folding factor C
	Cell cycle and DNA processing (cell cycle control); Biogenesis of cellular components (microtubule cytoskeleton)

	YGR221C
	TOS2
	6.4
	Cell budding
	Cell fate (cell growth morphogenesis); Biogenesis of cellular components (cytoskeleton, bud/growth tip); Cell type differentiation (budding, cell polarity)

	YDR020C
	-
	6.3
	Unknown function
	Unclassified

	YJR154W
	-
	6.3
	Unknown function
	Unclassified

	YGR109C
	CLB6
	6.2
	Cyclin-dependent protein kinase
	Cell cycle and DNA processing (DNA synthesis/replication, mitosis, meiosis); Protein activity regulation (enzyme regulation)

	YBR291C
	CTP1
	5.7
	Citrate transporter
	Cellular transport (anion, carbohydrate, mitochondrial); Biogenesis of cellular components (mitochondrion)

	YDR309C
	GIC2
	5.7
	GTPase
	Cellular communication. Interaction with the cellular environment (pheromone response); Cell fate (morphogenesis); Biogenesis of cellular components (cytoskeleton); Cell type differentiation (budding, cell polarity)

	YAL059W
	ECM1
	5.7
	Cell wall biosynthesis
	Protein synthesis (ribosome biogenesis); Biogenesis of cellular components (cell wall)

	YPR119W
	CLB2
	5.5
	Cyclin-dependent protein kinase
	Cell cycle and DNA processing (G2/M transition of cell cycle); Protein activity regulation (enzyme regulator); Cell type differentiation (budding)

	YHR153C
	SPO16
	5.4
	Spore formation
	Cell cycle and DNA processing (meiosis); Cell type differentiation (development of spores)

	YDL182W
	LYS20
	5.4
	Homocitrate synthase
	Metabolism (aminoadipic acid pathway, carbohydrate utilization)

	YNR050C
	LYS9/ LYS13
	5.4
	Saccharopine dehydrogenase
	Metabolism (aminoadipic acid pathway, degradation of lysine); Protein with binding function (NAD binding)

	YFR055W
	IRC7
	5.3
	Cystathionine beta-lyase
	Metabolism (biosynthesis of homocysteine, nitrogen and sulphur utilization); Interaction with the cellular environment (homeostasis of metal ions)

	YKR093W
	PTR2
	5.2
	Membrane peptide transporter
	Cellular transport (peptide, transport facilitation, transport routes)

	YNR058W
	BIO3
	5.1
	DAPA aminotransferase
	Metabolism (biosynthesis of vitamins)

	YKR092C
	SRP40
	5.0
	Nucleolar, serine-rich protein
	Transcription; Protein with binding function; Cellular transport (nuclear transport); Cell rescue, defense and virulence (stress response) 

	YEL040W
	UTR2/ CRH2
	4.9
	Cell wall protein
	Biogenesis of cellular components (cell wall)

	YMR177W
	MMT1
	4.9
	Mitochondrial metal ion transporter
	Interaction with the cellular environment (homeostasis of metal ions)

	YMR032W
	HOF1/ CYK2
	4.9
	Cytoskeletal protein binding
	Cell cycle and DNA processing (cytokinesis); Protein with binding function;Cell fate (cell growth); Biogenesis of cellular components (cytoskeleton); Cell type differentiation (budding)

	YNL141W
	AAH1
	4.8
	Adenosine deaminase
	Metabolism (purine nucleotide catabolism)

	YMR003W
	-
	4.7
	Unknown function
	Unclassified

	YPR001W
	CIT3
	4.7
	Citrate (si)-synthase
	Metabolism (sugar catabolism); Energy

	YPL245W
	-
	4.6
	Unknown function
	Unclassified

	YHL026C
	-
	4.6
	Unknown function
	Unclassified

	YDL205C
	HEM3
	4.5
	Deaminase
	Metabolism (biosynthesis of vitamins, porphyrins)

	YIR026C
	YVH1
	4.5
	Protein tyrosine phosphatase
	Metabolism; Cell cycle DNA processing; Protein fate; Protein activity regulation; Cellular communication

	YGL162W
	SUT1
	4.5
	Transcription factor
	Metabolism, transcription, and cellular transport

	YNL282W
	POP3
	4.5
	Nuclear ribonuclease
	Transcription

	YNR009W
	NRM1
	4.4
	Transcriptional repressor
	Unclassified

	YBR093C
	PHO5
	4.3
	Acid phosphatase
	Metabolism

	YKL143W
	LTV1/YKL2
	4.2
	Required for growth at low temperature
	Cell rescue/defense/virulence

	YOR108W
	LEU9
	4.1
	Leucine biosynthesis
	Metabolism

	YKR045C
	
	4.0
	Unknown
	Unclassified
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