Table II. Expression ratios of SNF/-dependent genes involved in transport.

GENE

FITI
FIT?2
FIT3
ENBI
ARNI
TAF1/ARN2
FRE]
FRE2
FRE3
FRE4
FRES
FRE7
SMF3
FET3
FTRI
SIT1

ZPS1
ZRTI

ZRT3
CoT1

ccez

ICS2
CTRI
CTR2

CTR3
CUPI-2

SFCI
JENI
oDC1
YATI
CRCI
YAT2

Transport function and location
Iron

siderophore iron transport; mannoprotein
siderophore iron transport; mannoprotein
siderophore iron transport; mannoprotein
Ferric-enterobactin/endosome
siderochrome-iron transport; endosome
siderochrome iron transport
Fe’*/Cu**-reductase/plasma membrane
Fe’*/Cu**-reductase/plasma membrane
Fe’*/Cu**-reductase/plasma membrane
Fe’*/Cu**-reductase/plasma membrane
Fe’*/Cu**-reductase?
Fe*/Cu**-reductase?
iron transport/vacuolar membrane
high affinity iron transport
high affinity iron transport
siderophore iron transport; endosome

Zinc
Zn*" transport motif
high affinity Zn transport; plasma
membrane
Zn** transport/vacuolar membrane
H*/ Zn** antiport/vacuolar membrane

Copper
Cu**-exporting ATPase/Fe”*

transport/Golgi

increased copper sensitivity
high-affinity uptake/plasma membrane
copper uptake/transport/vacuolar
membrane

high-affinity uptake/plasma membrane
copper binding/cytosol

Metabolites
succinate transport; mitochondria
lactate symporter; plasma membrane
oxodicarboxylate/mito inner membrane
carnitine acyl CoA/mito outer membrane
carnitine acyl CoA/mito inner membrane
carnitine acyl CoA/mitochondria

SNF 1/Asnfl DR/R CATS8/Acat8
34.6 1.8 0.7
82.2 3.6 1.6
43.5 9.2 1.1

9.0 1.2 1.2
17.1 2.0 09
20.6 2.0 09

6.9 09 1.1

3.0 0.8 0.7

52 1.3 0.7

2.0 05 1.0

44 1.1 0.8

03 1.0 1.2

4.2 1.2 1.2
173 4.2 14

4.7 1.6 0.7
36.0 6.6 1.1
13.0 1.0 0.6
204 1.0 0.1
35 0.6 0.8
2.8 1.7 23
58 1.0 09
4.1 6.7 0.8

1.7 14 29
35 0.7 1.0
0.8 03 0.6

1.2 3.0 1.0

171.8 78.0 0.6
28.1 98.4 2.1

33 6.2 2.6
74 25.0 1.5
5.6 17.5 22
5.6 26.1 20



AGP2 carnitine transport/plasma membrane 4.1 2.1 1.8

PXAl peroxisomal ABC transporter 5.2 18.2 1.0
Amino acids
PUT4 neutral amino acid 139 14.5 1.7
MMPI S-methylmethionine transporter 5.6 4.1 1.7
AGPI aminoacid permease/broad range 4.3 0.7 4.1
MHTI homocysteine-S-methylmethionine 4.2 0.5 1.5
transferase
ALP] basic amino acid permease 4.2 15.3 27
GAPI general amino acid permease 3.2 0.8 9.1
Ions
PHOS89 Pi/Na symport 6.5 10.6 0.2
ENAI Na" transport/ PM/P-type ATPase 3.7 1.7 03
ENA2 Na® transport/ PM/P-type ATPase 3.1 23 0.3
ENAS5 Na* transport/ PM/P-type ATPase 4.8 29 0.3
SMF?2 Mn** transport-mitochondrial membrane 3.0 2.2 0.8
KHAI K*/H" antiporter 3.8 1.2 0.7
AACI ATP/ADP exchange/mitochondrial inner 3.5 4.6 0.7
membrane
PMCI Ca*" transport/ATPase/vacuolar 32 2.8 0.8
membrane
Sugars
HXT10 hexose transporter 51 1.7 0.8
HXTS5 hexose transporter 5.0 6.8 0.8
GAL3 galactose transport 4.2 1.0 1.7
MALI11 maltose transporter 3.6 4.4 0.9
ITRI inositol transport/plasma membrane 24 0.5 1.9

Miscellaneous membrane proteins

PRM4 integral membrane protein 12.5 51 28
YNL194C endoplasmic reticulum 12.2 13.1 21
OM45 mitohondrial outer membrane 84 6.3 1.5
PRY1 endoplasmic reticulum/pathogen-related 7.3 1.0 1.7
YDL222C integral membrane protein 4.9 12.2 0.5
YTP1 yeast putative transmembrane protein 4.0 2.1 1.0

Expression ratios in bold type indicate a significantly higher level of expression based on a A
statistic that is above the significance threshold.



