Color Key

-10 5
Value

Z_Shift_K_Gem

Z_Im_K_Gem

yt

Z_Shift K_C

vacuolar transport

yt

Z Im_K C

|

Z_Im_L_Gem

Z_Shift_L_Gem

_L_Cyt

Z_Shift L_C

_L_Cyt

ZImLC

OSH7
VPS73
AVT6
VPS68
APLS
ARL1
PEP1
TRE1
YGR066C
Cos1
YDR107C
YHC3
VPS62
YJLO49W
ENTS
PKH2
AVT4
YDR352W
SSH4
YMR171C
SNX4
APS3
VPS1
SEC28
VPS60
MVP1
VTC4
YOLO83W
VTC3
FEN1
ATG22
MON2
VPS51
YBR147W
VTC1
YPT53
AVT1
APM1
SEC14
VTH1
GGAl
YPP1
DID4
HSE1
VPS21
VPS64
DID2
VPS30
VPS4
YGR206W
BSD2
VPS73
PKH1
SPL2
EMP70
PIB2
APL2
PHS1
YBR235W
MRL1
YPT52
ATG8
APL4
PIB2
MON1
VID24
Cccz1
YER128W
YMR258C
VTC2
IST1
YER113C
ATG22
VPS55
COs10
APL6
VPS38
VPS13
CUP5
STP22
VPS25
VPS36
VMAG
VPS20
SNF8
VPS28
ATG18
APM2
ENT3
VPS70
RSP5
TLG2
SEC27
VTI1
VPS54
GGA2
COs12
VTC4
SNF7
PEPS
APS1
BOR1
APM3
MUK1
YOL092W
YHC3
VPS53
AVT3
VPS52
SUR4
YLR261C
VPS71
COs6
VPS66
VPS15
BOS1
PEP7
VPS16
PEP3
VPS33
BRO1
SRN2
VAM3
VPS27
VPS24
DID4
VPS8
PEP12
TRE2
VTAL
VPS45
VID24
VPS3
VPS9

Gene



Color Key

-10 5
Value

Z_Shift_K_Gem

Z_Im_K_Gem

protein targeting to vacuole

|
o)

yt

Z_Shift K_C

yt

Z_Im_K_C

Z_Shift L_Gem

Z Im_L_Gem

_L_Cyt

Z_Shift L_C

_L_Cyt

ZImLC

VID24

MON1

YPT53

YGRO066C

VPS62

VTI1

MON2

VPS51

VPS73

SPL2

YPT52

ATG8

YPP1

APS3

VPS1

VPS68

APL5

ARL1

PEP1

VPS73

MVP1

YOLO83W

CCz1

SNX4

YMR258C

APM3

BOR1

CUPS5

STP22

VPS25

VPS36

SNF8

VPS28

VPS70

APL6

VPS13

HSE1

YGR206W

BSD2

VPS64

DID2

YLR261C

VPS71

VPS66

VPS15

BOS1

VPS33

VPS16

SRN2

VPS27

VPS8

VPS45

VID24

VPS9

VPS21

VPS3

Gene



Color Key
Golgi to vacuole transport
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late endosome to vacuole transport
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involved in ubiquitin—dependent protein catabolic process via the multivesicular body sorting path
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late endosome to vacuole transport via multivesicular body sorting pathway
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