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Protein
Class TIRFM Membrane

Abundance
Network
Factor

Equator FRAP
5min. Recovery Colocalization with 

Sur7RFP
Colocalization with 

Pma1RFP
No. 

TMS
Atr1/Snq1GFP

Transporter
Multidrug 18.59±1.54

n: 44
0.04±0
n: 75

(44)

Recovery
T/2: 45.6±14 .4
Mf: 32±4

n: 7 

0.06±0.02
n: 10

0.16±0.02
n: 19

14

Bap2GFP
Transporter

Amino Acids 181.17±6.79
n: 95

0.16±0.02
n: 14

(10)

Recovery
T/2: 40.1±5.2
Mf: 29±0

n: 3

0.03±0.01
n: 26

0.5±0.03
n: 14

12

Bio5GFP
Transporter

Vitamin 546.01±16.45
n: 64

0.05±0
n: 40

(20)

No
Recovery

0.06±0.01
n: 21

0.09±0.02
n: 13

12

Bit61GFP
Signalling

Kinase Activity 7.76±0.21
n: 74

0.03±0
n: 92 (s ignal too low)

0.03±0.01
n: 20

0.11±0.01
n: 28

-

Dnf1GFP
Metabolism

Lipid Metabolism 24.36±1.43
n: 38

0.05±0
n: 25

(s ignal too low) 0.08±0.01
n: 4

0.23±0.02
n: 21

10

Ena1GFP
Transporter

Ion 17.12±0.33
n: 156

0.04±0
n: 38

(12)

Techn. 
Limiting
(no recovery ) 0.03±0.01

n: 24
0.09±0.01

n: 14

9

Ena2GFP
Transporter

Ion 18.67±0.51
n: 63

0.05±0
n: 28

(15)

Techn. 
Limiting
(no recovery ) 0.04±0.01

n: 20
0.26±0.03

n: 8

9

Faa3GFP
Metabolism

Lipid Metabolism 62.97±2.01
n: 94

0.13±0.01
n: 22

(22)*

Techn. 
Limiting
(no recovery ) 0.14±0.02

n: 6
0.36±0.02

n: 16

-



Protein
Class TIRFM Membrane

Abundance
Network
Factor

Equator FRAP
5min. Recovery Colocalization with 

Sur7RFP
Colocalization with 

Pma1RFP
No. 

TMS
Fet3GFP

Metabolism
Oxidoreductase 293.98±12.23

n: 85
0.16±0.01

n: 78

(24)

Recovery
T/2: 35.3±4.4
Mf: 24±2

n: 6

0.03±0.01
n: 19

0.17±0.02
n: 10

1

Fet4GFP
Transporter

Ion 22.58±1.16
n: 70

0.07±0.01
n: 29 (s ignal too low) 0.1±0.02

n: 18
0.22±0.04

n: 11

7

Flc1/ Bop1GFP
Transporter

Ion 715.93±18.69
n: 89

0.08±0.01
n: 31

(7)

Techn. 
Limiting
(no recovery ) 0.06±0.02

n: 12
0.3±0.04

n: 6

11

Fps1GFP
Transporter

Small Carbohydrates 28.52±0.91
n: 91

0.03±0
n: 37

(15)

Techn. 
Limiting
(no recovery ) 0.02±0

n: 14
0.09±0.01

n: 23

6

Ftr1GFP
Transporter

Ion 160.52±7.01
n: 89

0.13±0.01
n: 39

(24)

Techn. 
Limiting
(no recovery ) 0.09±0.01

n: 16
0.31±0.02

n: 23

7

Fui1GFP
Transporter

Organic acid 90.82±2.82
n: 89

0.1±0.01
n: 34

(21)

Recovery
T/2: 19.0±4.9
Mf: 21±2

n: 5

0.12±0.02
n: 8

0.18±0.02
n: 26

12

Gap1GFP
Transporter

Amino Acids 60.74±1.76
n: 96

0.16±0.01
n: 35

(13)

Recovery
T/2: 19.9±2.9
Mf: 38±5

n: 4

0.09±0.01
n: 26

0.36±0.03
n: 9

12

Gas1GFP
Metabolism

Cell Wall Metabolism 117.67±19.42
n: 49

0.12±0.01
n: 20

(6)

Recovery
T/2: 28.9±10 .9
Mf: 49±9

n: 3

0.14±0.03
n: 9

0.42±0.04
n: 11

1



Protein
Class TIRFM Membrane

Abundance
Network
Factor

Equator FRAP
5min. Recovery Colocalization with 

Sur7RFP
Colocalization with 

Pma1RFP
No. 

TMS
Gpa1GFP

Signalling
GTPase 84.62±2.56

n: 81
0.16±0.01

n: 10

(23)*

No 
Recovery

0.13±0.02
n: 9

0.53±0.03
n: 10

l.a.

Hnm1GFP
Transporter

Amino Acids 192.41±7.68
n: 82

0.16±0.01
n: 73

(17)

Recovery
T/2: 25.4±11.0
Mf: 21±3

n: 4

0.08±0.01
n: 15

0.17±0.03
n: 11

12

Hxt2GFP
Transporter

Sugar 161.69±7.36
n: 132

0.18±0.01
n: 127

(28)

No
Recovery

0.06±0.01
n: 16

0.37±0.03
n: 27

12

Hxt3GFP
Transporter

Sugar 716±19.62
n: 86

0.22±0.01
n: 133

(18)

Recovery
T/2: 45.5±5.3
Mf: 74±4

n: 3

0.12±0.01
n: 45

0.25±0.02
n: 19

12

Itr2GFP
Transporter

Sugar 55.89±3.43
n: 50

0.05±0.01
n: 29

(s ignal too low) 0.1±0.02
n: 10

0.09±0.01
n: 19

12

Mep2GFP
Transporter

Anorganic Acid 9.43±1.19
n: 82

0.05±0
n: 46

(18)

Techn. 
Limiting
(no recovery ) 0.03±0.01

n: 10
0.14±0.03

n: 14

10

Mid2GFP
Sensors

Stress 94.4±2.58
n: 111

0.13±0.01
n: 70

(33)

Recovery
T/2: 58.3±17 .2
Mf: 35±4

n: 5

0.04±0
n: 24

0.18±0.03
n: 9

1

Mnr2GFP
Transporter

Ion 14.57±0.41
n: 69

0.04±0
n: 47 (s ignal too low) 0.1±0.01

n: 16
0.15±0.02

n: 31

2



Protein
Class TIRFM Membrane

Abundance
Network
Factor

Equator FRAP
5min. Recovery Colocalization with 

Sur7RFP
Colocalization with 

Pma1RFP
No. 

TMS
Mrh1GFP

Unknown
799.36±32.51

n: 70
0.18±0.01

n: 43

(22)

No Reco-
very 0.05±0.01

n: 15
0.48±0.02

n: 28

7

Mss4GFP
Signalling

Kinase Activity 14.46±0.45
n: 66

0.05±0
n: 69

(9)

Techn. 
Limitation
(no recovery ) 0.04±0.01

n: 16
0.12±0.02

n: 14

-

Nha1GFP
Transporter

Ion 35.14±1.43
n: 103

0.08±0
n: 50

(4)

Techn. 
Limitation
(no recovery ) 0.05±0.01

n: 23
0.19±0.02

n: 27

13

Pdr5GFP
Transporter

Multidrug 360.21±56.54
n: 60

0.17±0.01
n: 21

(25)

Recovery
T/2: 36.7±9.9
Mf: 32±2

n: 5

0.05±0.01
n: 21

0.2±0.04
n: 7

13

Pdr12GFP
Transporter

Multidrug 105.96±4.36
n: 120

0.07±0.01
n: 28

(6)

Techn. 
Limiting
(no recovery ) 0.06±0.01

n: 8
0.52±0.03

n: 13

13

Pil1GFP
Metabolism

Eisosome 595.25±18.7
n: 73

0.02±0
n: 37

(12)

No 
Recovery

0.59±0.03
n: 22

0.02±0.01
n: 15

-

Pma1GFP
Transporter

Ion 540.29±15.64
n: 118

0.21±0.01
n: 41

(19)

Recovery
T/2: 12.5±3.3
Mf: 27±6

n: 4

0.04±0.01
n: 23

0.75±0.02
n: 9

10

Pmp1GFP
Transporter

Ion 582.7±17.32
n: 109

0.28±0.01
n: 73

(19)

Recovery
T/2: 5.8±1.2
Mf: 21±2

n: 7

0.07±0.01
n: 31

0.58±0.05
n: 7

1



Protein
Class TIRFM Membrane

Abundance
Network
Factor

Equator FRAP
5min. Recovery Colocalization with 

Sur7RFP
Colocalization with 

Pma1RFP
No. 

TMS
Psr1GFP

Signalling
Phosphatase Activity 33.7±0.76

n: 102
0.17±0.01

n: 28

(19)*

Techn. 
Limiting
(no recovery ) 0.15±0.02

n: 16
0.45±0.02

n: 12

l.a.

Ras2GFP
Signalling

GTPase 251.28±5.49
n: 157

0.29±0.01
n: 35

(29)*

Recovery
T/2: 1.6±.3
Mf: 67±5

n: 4

0.12±0.01
n: 18

0.54±0.02
n: 17

l.a.

Rax2GFP
Signalling

Bud Site Selection 40.6±1.36
n: 71

0.05±0
n: 29

(21)

Techn. 
Limiting
(no recovery ) 0.03±0.01

n: 19
0.15±0.02

n: 10

1

Rsn1GFP
Unknown

70.01±1.84
n: 129

0.06±0
n: 27

(18)

Recovery
T/2: 15.2±1.2
Mf: 27±4

n: 4

0.04±0.01
n: 17

0.1±0.01
n: 10

10

Sho1GFP
Sensors

Stress 23.43±1.6
n: 42

0.04±0
n: 25

(s ignal too low) 0.02±0
n: 14

0.15±0.02
n: 11

4

Sln1GFP
Sensors

Stress 15.96±0.39
n: 94

0.06±0
n: 32

(9)

Techn. 
Limiting
(no recovery ) 0.06±0.01

n: 24
0.16±0.01

n: 8

2

Ssy1GFP
Sensors

Amino Acids 8.56±0.19
n: 72

0.01±0
n: 43 (s ignal too low) 0.01±0

n: 16
0.04±0
n: 27

12

Sur7GFP
Metabolism

Eisosomes 256.62±9.31
n: 75

0.03±0
n: 42

(7)

No 
Recovery

0.72±0.02
n: 20

0.02±0.01
n: 12

4



Protein
Class TIRFM Membrane

Abundance
Network
Factor

Equator FRAP
5min. Recovery Colocalization with 

Sur7RFP
Colocalization with 

Pma1RFP
No. 

TMS
Tcb3GFP

Unknown
119.99±3.78

n: 92
0.06±0.01

n: 23

(9)

Recovery
T/2: 49.3±8.4
Mf: 57±7

n: 7

0.02±0
n: 11

0.07±0.01
n: 12

1

Thi7GFP
Transporter

Vitamin 42.49±4.85
n: 65

0.11±0.01
n: 36

(35)

Recovery
T/2: 20.3±3.5
Mf: 38±7

n: 3

0.06±0.01
n: 12

0.48±0.04
n: 8

12

Tpo1GFP
Transporter

Amino Acids 156.09±5.56
n: 95

0.13±0
n: 73

(49)

Recovery
T/2: 31.2±4.1
Mf: 24±3

n: 11

0.05±0.01
n: 23

0.3±0.02
n: 27

12

Vht1GFP
Transporter

Vitamin 40.63±2.63
n: 72

0.12±0.01
n: 64

(15)

Recovery
T/2: 24.1±10 .5
Mf: 25±3

n: 4

0.08±0.01
n: 14

0.05±0.01
n: 14

9

YLR413WGFP
Unknown

449.99±14.2
n: 91

0.11±0.01
n: 21

(13)

Recovery
T/2: 50.2±12 .2
Mf: 29±2

n: 5

0.17±0.03
n: 10

0.16±0.02
n: 11

3

Yor1GFP
Sensors

Stress 49.61±2.24
n: 77

.07±0
n: 32

(18)

Techn. 
Limiting
(no recovery )

0.04±0.01

n: 9

0.19±0.01
n: 23

11








































































