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1.10.40.20.2-

0

0.3-1-

1

-0-

0

-

1

-

0

0.034 (0.18)

1.1

RPL34  p-10 -19-

3

-2-1######-1-0011.90.80.4 0.031 (0.17) -1.9

RPS6  p-65 -74

-

0

0.81.7-11.51.4-8-6-6-5-6-

7

0.027 (0.16)

7.5

RPLP0  p-S304p-S3070.2-3-01.71.51.9-7-7-9-7-7-

8

0.039 (0.19) 7

RPS17  p-S113

0

-01.3-02.30.4-4-4-5-4-5-

4

0.024 (0.15) 4.6

RPL23A;hCG_16001  p-T45

-

1

0.5-01.80.31.5-4-4-5-30.1-

5

0.005 (0.07)

4.3

RPLP2  p-S1010.920.6-00.20.6-0-4-5-4-5-

5

0.030 (0.17) 2.9

RSL1D1  p-S361

-

0

0.9

1-1

1.21.5

-2-2-2-1-1-

2

0.016 (0.13) 2.7

EIF4G1  p-1120 -1129

-4-5-6-5-8-5-3-2-3-13.4-4

0.016 (0.13)

-2 EIF5B  p-S137p-S135

0.81.31.51.70.4-3-4-5-6-3-4-6

<0.001 (0.04)

6.1

EIF5B  p-S1370.81.31.51.70.4

-3-4-5-6-3-4-6

<0.001 (0.04) 6.1

EIF4EBP2  p-21 -57

1.71.310.91-3-4-4-4-3-5-5

0.001 (0.04)

5.6 EIF3G  p-S42

1.1-01.52.10.6-4-3-5-5-4-5-5

0.015 (0.12)

5.2 EIF3G  p-S42

1.90.61.30.8-30.9-4-3-4-3-4-5

0.009 (0.09)

5

EIF4EBP1  p-S650.7

-02-2

0.10.5

-4-4-4-4-0

0.7 0.049 (0.21) 4.9

EEF1D  p-39 -59

0.50.4-02.50.50.2-4-5-3-4-3-5

0.004 (0.07)

4.3 EIF5B  p-S214

1.10.90.2-00.12.1-3-4-3-3-3-4

0.003 (0.06)

4.1 EIF4EBP1  p-S83

1.4-21.40.80.51.3-3-3-3-2-3-3

0.050 (0.21)

4

EIF3A  p-1184 -1193-0-000.80.50.8-4-5-31.70-4 <0.001 (0.02) 3.7

EIF2A  p-527 -5441.2

-0

1.4

1-0

0.8

-1-1-1-8-8-1

0.032 (0.17) 2.1

EIF2A  p-527 -544

1.2-00.6-00.20.7-1-1-1-1-1-0

0.024 (0.15)

1.6 EIF5B  p-S113

10.1-00.50.20.3-1-1-1-00.5-2

0.049 (0.21)

1.3

PACSIN2  p-288 -3151.31.181.80.05

-

2.68-0.2

-

3.86

-

3.31

-

4.160.46-4.5

-

3.87 0.001 (0.03) 5.2

CDC2L1  p-45 -541.120.81.17

-

0.510.320.77

-

4.06

-

3.91

-

4.08

-

4.290.1

-

0.19 <0.001 (0.01) 5.1

NUCKS1  p-S190.790.651.641.140.920.18

-

3.48

-

3.99

-

4.26

-

3.97

-

4.36

-

3.94 0.007 (0.09) 5.0

PRKCB  p-T5000.890.021.641.021.21

-

4.09

-

4.34

-

3.35

-

4.12

-

3.97

-

4.630.38 0.017 (0.14) 4.9

RIPK3  p-314 -3310.610.950.351.521.06

-

0.05

-

4.16-4.2

-

3.57

-

4.040.07

-

4.24 <0.001 (0.03)

4.6

PRKCD  p-S645

-

0.010.41

-

1.361.612.23

-

1.42-4.5

-

3.84

-

4.77-4.4

-

4.96-0.1 0.018 (0.14) 4.2

PRKCB  p-650 -6721.22

-

0.380.341.442.06

-

3.42-3.1

-

2.77

-

3.73

-

3.09

-

3.68

-

3.09 0.022 (0.16)

3.7

CRKRS  p-S383p-S3820.530.331.720.520.41.03-2.3

-

3.08

-

2.75

-

2.29

-

1.33-2.9 0.024 (0.17) 3.7

PKN1  p-T7740.08

1.2

1.081.091.090.31

-

4.16

-

3.68

-

0.53

-

3.65

-

4.48

-

3.78 0.012 (0.12)

2.7

PRKCB  p-T641

1.5

1.521.070.15

-

5.36

-

5.18

-

5.91

0.2

-

4.84

-

4.67

-

0.490.13 0.004 (0.07)

2.7

LYN  p-S130.431.271.380.510.83

-

1.21

-

1.46

-

1.52

-1.6

-

1.56

-

1.81

-

1.59 0.005 (0.08)

2.6

STK10  p-189 -2100.040.880.980.441.29

-

0.73

-

4.620.32

-

4.930.39

-

5.24

-

3.56 0.039 (0.21)

1.9

RP6-213H19.1  p-176 -1990.10.581.180.970.590.13

-

0.49

-

0.55

-

4.63

-

3.45

-

4.990.07 0.026 (0.18) 1.8

BRAF  p-S4460.57

0.4

-

0.061.46

-

0.921.07

-

1.03

-

0.94

-

1.03

-

0.74

-

1.42

-

1.41 0.004 (0.07)

1.3

PRKCD  p-T507

-

0.240.320.440.211.92

-

1.81

-

4.08

-

0.25

-

1.02

-

0.51-4.70.25 0.033 (0.20)

1.3

MAP3K2  p-S164

-

0.55

0.4

0.420.59

-

0.981.47

-

0.93

-

0.89

-

1.75

-

1.230.78

-

1.46 0.023 (0.17)

1.3

-p-158 -1630.66

-

0.060.470.690.531.11

-

0.31

-

0.29

-

3.38

-

0.96

-

1.47

-

1.92 0.035 (0.20)

1.2

PRKAR1A  p-S830.370.520.97

-

4.43

-

4.110.150.030.22

-

0.09

-

0.02

-

0.090.07 0.035 (0.20)

0.6

BRAF  p-S446

-

0.18-0.9

-

1.01

-

0.63

-

0.97

-

1.73

0.51.5

0.440.54

-

0.14

-

0.59 0.035 (0.20) -1.6

PRKAB1  p-108 -126

-

0.87

-2.1

-

0.81

-

0.77

-

4.77

-

4.13

10.720.560.920.610.52

0.001 (0.04)

-1.9

MAPK1  p-Y190

-

1.52

-

5.37

-

0.62

-

1.24

-

1.43

-

5.46

0.2

0.611.180.450.671.18 0.013 (0.12)

-2.3

PGK1  p-S203

-

1.39

-2.1

-

2.57

-

0.13

0.08

-

0.99

-

0.13

0.910.520.610.290.82

0.008 (0.09)

-2.4

PRKAR2A  p-S78p-S80

-

2.21

-

0.16-5.74

-

0.93

-1.6

-

6.460.24

1.6

0.92

-

6.19

0.8

1.11 0.026 (0.17)

-2.4

PRPF4B  p-S257####

-

0.49

-

1.95####

-

2.81

-

1.171.060.830.820.940.540.52 0.001 (0.04) -2.5

PGK1  p-S203

-

0.57

-

5.41-6.14

-

0.06

0.04

-

1.87

-

0.34

1.210.140.84

-

0.03

1.05

0.043 (0.22)

-2.6

NUCKS1  p-S204

-

5.77

-

0.67

-

7.16

-

6.15

-

6.43

-

6.611.14

-

0.611.330.491.410.91 0.031 (0.19)

-3.0

CDC2L1  p-S589

-

3.29

-

7.21-2.13

-

2.24

-

3.17

-

7.31

0.111.50.80.980.291.31

0.013 (0.12)

-4.1

NUCKS1  p-T179########-1.95

-

1.790.79####0.561.54

-

0.571.080.170.57 0.035 (0.20)

-4.6

TNIK  p-S680

-

4.56

-

8.47

-

5.54

-

5.38

-5.8

-

5.22

1.630.751.8

-

4.24

-

5.29

1.82

0.004 (0.07)

-7.0

PRPF4B  p-S328

-

13.6################

-

13.2

0.950.70.981.11.131.1

<0.001 (0.01) -16.1

JAKI 

Resistant/ sensitive  

PI-103

Resistant/ sensitive 

MEKI

Resistant/ sensitive 

Kinases

Translation

Ribosomal

Transcription

HEL AML-193

JAK I---+++---+++

Replicate123123123123 p Fold 

PACSIN2  p-288 -315

1.31.181.80.05-2.68-0.2-3.86-3.31-4.160.46-4.5-3.87

0.001 (0.03)5.2

CDC2L1  p-45 -54

1.12

0.8

1.17-0.510.320.77-4.06-3.91-4.08-4.29

0.1

-0.19

<0.001 (0.01)5.1

NUCKS1  p-S19

0.790.651.641.140.920.18-3.48-3.99-4.26-3.97-4.36-3.94

0.007 (0.09)5.0

PRKCB  p-T500

0.890.021.641.021.21-4.09-4.34-3.35-4.12-3.97-4.630.38

0.017 (0.14)4.9

RIPK3  p-314 -331

0.610.950.351.521.06-0.05-4.16-4.2-3.57-4.040.07-4.24

<0.001 (0.03)4.6

PRKCD  p-S645

-0.010.41-1.361.612.23-1.42-4.5-3.84-4.77-4.4-4.96-0.1

0.018 (0.14)4.2

PRKCB  p-650 -672

1.22-0.380.341.442.06-3.42-3.1-2.77-3.73-3.09-3.68-3.09

0.022 (0.16)3.7

CRKRS  p-S383p-S382

0.530.331.720.520.41.03-2.3-3.08-2.75-2.29-1.33-2.9

0.024 (0.17)3.7

PKN1  p-T774

0.081.21.081.091.090.31-4.16-3.68-0.53-3.65-4.48-3.78

0.012 (0.12)2.7

PRKCB  p-T641

1.51.521.070.15-5.36-5.18-5.910.2-4.84-4.67-0.490.13

0.004 (0.07)2.7

LYN  p-S13

0.431.271.380.510.83-1.21-1.46-1.52-1.6-1.56-1.81-1.59

0.005 (0.08)2.6

STK10  p-189 -210

0.040.880.980.441.29-0.73-4.620.32-4.930.39-5.24-3.56

0.039 (0.21)1.9

RP6-213H19.1  p-176 -199

0.10.581.180.970.590.13-0.49-0.55-4.63-3.45-4.990.07

0.026 (0.18)1.8

BRAF  p-S446

0.570.4-0.061.46-0.921.07-1.03-0.94-1.03-0.74-1.42-1.41

0.004 (0.07)1.3

PRKCD  p-T507

-0.240.320.440.211.92-1.81-4.08-0.25-1.02-0.51-4.70.25

0.033 (0.20)1.3

MAP3K2  p-S164

-0.550.40.420.59-0.981.47-0.93-0.89-1.75-1.230.78-1.46

0.023 (0.17)1.3

-p-158 -163

0.66-0.060.470.690.531.11-0.31-0.29-3.38-0.96-1.47-1.92

0.035 (0.20)1.2

PRKAR1A  p-S83

0.370.520.97-4.43-4.110.150.030.22-0.09-0.02-0.090.07

0.035 (0.20)0.6

BRAF  p-S446

-0.18-0.9-1.01-0.63-0.97-1.730.51.50.440.54-0.14-0.59

0.035 (0.20)-1.6

PRKAB1  p-108 -126

-0.87-2.1-0.81-0.77-4.77-4.13 0.720.560.920.610.52

0.001 (0.04)-1.9

MAPK1  p-Y190

-1.52-5.37-0.62-1.24-1.43-5.460.20.611.180.450.671.18

0.013 (0.12)-2.3

PGK1  p-S203

-1.39-2.1-2.57-0.130.08-0.99-0.130.910.520.610.290.82

0.008 (0.09)-2.4

PRKAR2A  p-S78p-S80

-2.21-0.16-5.74-0.93-1.6-6.460.241.60.92-6.190.81.11

0.026 (0.17)-2.4

PRPF4B  p-S257

####-0.49-1.95####-2.81-1.171.060.830.820.940.540.52

0.001 (0.04)-2.5

PGK1  p-S203

-0.57-5.41-6.14-0.060.04-1.87-0.341.210.140.84-0.031.05

0.043 (0.22)-2.6

NUCKS1  p-S204

-5.77-0.67-7.16-6.15-6.43-6.611.14-0.611.330.491.410.91

0.031 (0.19)-3.0

CDC2L1  p-S589

-3.29-7.21-2.13-2.24-3.17-7.310.11

1.50.8

0.980.291.31

0.013 (0.12)-4.1

NUCKS1  p-T179

########-1.95-1.790.79####0.561.54-0.571.080.170.57

0.035 (0.20)-4.6

TNIK  p-S680

-4.56-8.47-5.54-5.38-5.8-5.221.630.751.8-4.24-5.291.82

0.004 (0.07)-7.0

PRPF4B  p-S328

-13.6################-13.20.950.70.981.11.131.1

<0.001 (0.01)-16.1

P31/FUJMV4-11

PI-103---+++---+++

Replicate123123123123

p Fold

SKP1  p-129 -137

-9.12-9.68-11.6-9.96-10.2

-

0.3751.1521.5150.7170.8231.138

0.005 (0.05)-11

NUCKS1  p-S58

-3.03-2.06-2.97-5.26-4.040.71.7850.286-0.01-0.191.198-0.07

0.047 (0.18)-3.5

NUCKS1  p-T179

#####-3.8-2.65-1.67-4.58

-

-1.19-0.45-0.58-2.951.242.799

0.003 (0.04) -3

PRPF4B  p-S411

-1.2-1.53-2.42-3.93-4.69

-

0.9150.9860.3740.1580.9461.119

0.002 (0.03)-2.4

PRKACA  p-T198

-0.98-1.8-2.35-0.48-0.75

-

0.330.6490.7860.7990.6150.396

0.001 (0.02)-2.2

PAK2  p-S141

-4.360.013-4.03-3.58-4.89

-

0.7010.8440.420.8280.4450.966

0.012 (0.08)-2.1

PRKCQ  p-T538

-1.27-0.29-1.08-1.24-1.09

-

0.8351.5550.2270.094-0.450.167

0.030 (0.13)-1.8

PRKAR2B  p-S114

-0.84-0.24-1.230.8980.36

-

0.6360.6650.9690.201-6.13-5.34

0.002 (0.03)-1.5

PRPF4B  p-S257

-0.79-1.13-1.11-1.25-1.24

-

0.5480.781-0.060.7170.6520.915

0.009 (0.07)-1.5

ALPK3  p-1389 -1400

-0.25-1.08-1.66-1.24-0.5

-

0.0420.3880.8120.7350.715-0.22

0.018 (0.10)-1.3

TAOK3  p-882 -898

-1.77-2.55-3.07-1.862.945

-

-1.22-0.87-1.16-0.23-2.17-0.73

0.006 (0.05)-1.3

TTBK1  p-1037 -1043

-0.64-1.22-0.55-1.57-0.9

-

0.120.4820.670.8030.1630.857

0.005 (0.05)-1.2

PGK1  p-S203

0.6760.2390.1520.3910.3310.7-0.83-0.28-1.01-0.04-1.26-0.61

0.011 (0.07) 1

MAP3K2  p-S164

0.7910.94-0.160.9450.269

-

-0.4-0.89-1.1-0.27-1.74-0.25

0.023 (0.11)1.4

PRKCB  p-T641

-0.070.530.870.8330.7350.1-0.8-0.68-3.37-0.09-3.68-0.08

0.016 (0.10)1.7

PRKRA  p-S18

0.9161.16-0.211.221-0.15

-

-2.2-0.3-1.60.132-0.93-1.15

0.027 (0.13)1.9

NUCKS1  p-S19

0.6910.6340.8791.512-0.170.8-0.78-4.49-0.47-3.45-6.19-3.68

0.003 (0.04)1.9

CDC2L1  p-S589

0.6910.6190.3680.4880.2050.5-6.49-5.83-0.030.175-0.43-0.49

0.014 (0.09)2.1

PGK1  p-S203

0.730.1650.7370.6280.8970.6-8.84-1.04-1.16-0.39-1.52-0.85

0.004 (0.04)2.3

PRKCD  p-T507

0.308-0.410.617-0.380.2081.2-2.7-2.4-2.991.791-3.12-2.41

0.006 (0.05)2.9

ZMYND8  p-426 -435

1.484-0.850.6131.1751.220.4-1.8-2.48-2.9-2.27

-

-2.04

0.047 (0.18) 3

PRKAB1  p-108 -126

0.6120.7691.4460.3240.8560.8-1.65-1.45-7.68-1.26-7.94-

0.005 (0.05)3.1

CDC2L1  p-S271

1.369-0.030.6090.7951.69

-

-2.26-2.26-2.61-1.97-2.95-2.89

0.017 (0.10)3.1

SKP1  p-129 -137

0.1890.4110.391-1.1121.1-2.5-3.47-2.620.727-0.69-1.97

<0.001 (0.01)3.1

SLK  p-S189

1.4770.8921.1920.8630.319

-

-2.25-1.84-1.81-1.23-1.35-1.96

<0.001 (0.02)3.2

PFKL  p-773 -780

1.2821.3721.4990.5360.123

-

-2.27-2.34-1.91-2.85-1.86-2.43

<0.001 (0.00)3.5

GSK3B  p-S21

0.820.6310.6532.0260.908

-

-3.12-2.71-2.93-2.31-3.79-2.52

<0.001 (0.00)3.6

VRK3  p-51 -61

-0.570.574-0.45 0.2021.2-4.02-4.05-3.440.424-4.32-3.31

0.014 (0.09)3.8

PRKCB  p-T501

1.313

1.5

0.3860.1610.647

0.7

-2.67-2.48-2.74

-

-2.47

0.006 (0.05)3.8

MAP3K7  p-S389

1.6141.140.469-0.421.3460.4-2.63-3.17-2.7-2.4-3.86-3.93

0.006 (0.06) 4

MAP2K2  p-T396

1.388-0.441.8790.5721.334

-

-4.1-2.54-2.4-2.83-2.06-3.06

0.031 (0.14)4.1

WNK1  p-S2011

1.0990.5651.1480.7290.751 -3.12-3.21-3.02-2.42-3.2-3.14
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Figure S6. Pathway analysis of phosphopeptides that correlate with the responses to PI-103

The accession numbers of phosphoproteins that correlated with resistance or sensitivity to PI-103 were loaded in DAVID pathway analysis tool. (a) The pathway with greater score for phosphopeptides that correlated with resistance was for protein kinase C signaling. (b) Protein kinases were also well represented. (d) Proteins with the gene ontology of transcription correlated with sensitivity to PI-103 or (d) with resistance.





























































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































































