Garimella et al Table S1 1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 siCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNAA|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B[ siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B|siRNA C | siRNAD
AAKT Kinase 0.51 1.09 112 111 111 2.57 2.68 3.46 AAKT Kinase 0.82 0.89 1.35 1.25 5.88 7.89 9.74 1276 |AAKT Kinase 0.88 0.93 0.95 0.97 0.50 0.50 0.55 0.44
AATK Kinase 0.64 1.04 0.92 0.96 128 2.52 2.73 2.75 AATK Kinase 0.80 1.03 119 1.25 1131|1175 [8.01 1039 |AATK Kinase 0.85 0.77 0.85 0.86 0.16 0.40 0.54 0.28
ABL1 Kinase NA 1.06 0.92 1.05 0.93 3.18 1.90 2,64 ABL1 Kinase 1.00 1.25 0.80 0.90 7.25 1183 [6.68 5.11 ABLT Kinase 1.02 0.83 113 1.05 0.49 0.36 0.55 0.55
ABL2 Kinase NA 0.90 0.89 116 114 2.65 254 2.75 ABL2 Kinase 110 115 0.82 134 4.46 7.07 7.26 8.62 ABL2 Kinase 0.90 1.01 0.87 0.88 0.57 0.54 0.42 0.47
ACVR1 Kinase 122 110 1.08 1.03 131 2.84 257 2.98 ACVR1 Kinase 0.92 1.01 0.79 1.06 3.27 6.06 5.76 6.96 ACVR1 Kinase 1.05 0.95 0.92 0.98 0.82 0.51 0.65 0.65
ACVR1B Kinase 1.00 1.05 1.03 1.07 158 3.21 2.12 2.89 ACVR1B Kinase 0.91 147 1.02 1.37 8.06 1415 [2.86 7.43 ACVR1B Kinase 0.89 1.00 0.97 1.01 0.37 0.43 0.95 0.60
ACVR2 Kinase 0.89 0.82 1.01 1.07 128 2.85 254 2.82 [ACVR2 Kinase 0.71 123 173 1.02 5.52 1372 [10.70 _|7.54 ACVR2 Kinase 0.88 0.97 0.96 110 0.44 0.42 0.39 0.56
ACVR2B Kinase 0.70 0.97 1.09 1.01 143 2.96 252 3.69 ACVR2B Kinase 0.66 2.60 1.26 1.16 428 1469 1528 [9.95 ACVRZB Kinase 0.91 0.93 0.92 0.89 0.50 0.38 0.19 0.33
ACVRLA Kinase 0.57 0.98 1.07 0.96 150 3.24 1.85 3.03 ACVRLI Kinase 0.76 144 0.92 0.75 429 1009 [441 12.08_ |ACVRL1 Kinase 0.94 1.02 0.92 0.95 0.58 0.65 0.63 0.37
ADCK1 Kinase 0.86 1.05 115 112 1.07 3.81 2.99 3.91 ADCK1 Kinase 0.62 0.93 0.96 132 6.90 8.02 1097 [14.95 |ADCKI1 Kinase 0.66 0.95 0.72 1.02 0.16 0.37 0.50 0.33
ADCK2 Kinase 0.60 1.30 1.04 1.02 1.06 2.81 251 2.89 [ADCK2 Kinase 137 0.80 141 1.39 5.44 6.90 7.93 9.60 ADCK2 Kinase 1.03 0.90 0.95 1.00 0.59 0.46 0.64 0.54
ADCK4 Kinase 0.53 133 1.08 1.09 121 2.28 2.60 2.90 [ADCK4 Kinase 0.96 111 1.46 1.04 9.60 8.14 10.00 _ [12.46 |ADCK4 Kinase 0.94 0.95 0.96 0.88 0.38 0.45 0.59 0.38
ADCK5 Kinase 0.81 0.96 1.03 110 2.30 2.84 3.60 3.70 [ADCK5 Kinase 1.50 147 1.20 1.37 17.65__[9.49 1264|1849 |ADCK5 Kinase 0.73 0.79 1.03 0.75 0.23 0.41 0.51 0.12
[ADK Kinase NA 111 0.98 1.08 1.60 3.75 2.58 247 [ADK Kinase 0.97 1.38 112 147 6.48 7.04 6.98 8.11 ADK Kinase 0.92 1.00 0.92 0.88 0.45 0.62 0.53 0.47
ADRBKT Kinase NA 1.09 0.87 0.93 0.98 2.80 2.13 311 /ADRBK1 Kinase 122 2.06 0.93 0.84 5.37 8.32 5.59 6.05 ADRBK1 Kinase 0.88 0.95 0.73 1.02 0.40 0.32 0.44 0.38
ADRBK2 Kinase NA 0.99 1.00 0.95 134 2.03 2.83 3.01 ADRBK2 Kinase 0.84 158 1.65 1.70 459 1145 [10.37 _ [13.04 _ |ADRBK2 Kinase 0.91 0.88 0.69 1.06 0.44 0.43 0.40 0.39
AK1 Kinase 150 0.93 114 114 145 217 2.34 3.23 AK1 Kinase 119 154 131 0.74 9.86 9.08 5.98 5.91 AK1 Kinase 0.93 0.90 0.56 0.84 0.48 0.41 0.49 0.63
AK2 Kinase 1.10 0.89 1.04 111 0.96 1.90 2.49 3.72 AK2 Kinase 0.90 133 0.95 174 6.35 8.70 7.69 1979 |AK2 Kinase 0.94 1.08 0.66 0.89 0.49 0.72 0.64 0.31
AK3 Kinase 0.93 1.00 0.98 114 2.15 3.28 219 3.08 AK3 Kinase 0.73 1.40 1.02 111 747 9.84 7.89 6.75 AK3 Kinase 0.96 0.86 0.92 0.96 0.44 0.48 0.49 0.57
AK3L1 Kinase 0.70 137 1.08 111 1.06 3.07 427 3.97 AK3L1 Kinase 0.95 0.80 1.02 1.65 5.95 5.90 1223 [10.98  |AK3L1 Kinase 0.81 0.97 0.89 0.83 0.52 0.63 0.25 0.37
AKS Kinase 0.88 118 1.02 110 0.98 3.46 3.70 3.25 AKS Kinase 0.75 1.25 0.92 114 7.76 1942 [1367 _ |6.03 AKS Kinase 0.87 0.95 0.68 0.90 0.35 0.13 0.33 0.67
AK7 Kinase NA 114 0.95 1.07 162 2.68 259 2.89 AK7 Kinase 119 118 154 1.01 9.35 6.99 1171 [852 AK7 Kinase 0.92 0.97 0.87 0.93 0.53 0.62 0.45 0.48
AKAP1 Kinase 0.58 116 119 118 1.09 2.95 2.56 3.30 AKAP1 Kinase 1.03 1.05 122 113 7.28 1093 [6.47 1539 |AKAP1 Kinase 1.06 0.97 0.99 0.90 0.57 0.41 0.79 0.37
AKAP10 Kinase 0.48 2.27 147 1.38 125 3.26 3.14 342 AKAP10 Kinase 0.89 123 1.69 1.89 6.43 7.41 8.21 7.28 AKAP10 Kinase 0.88 1.05 1.08 0.94 0.39 0.58 0.69 0.61
AKAPTT Kinase 0.41 1.26 0.98 111 0.92 2.23 252 2.97 AKAPTT Kinase 0.94 1.05 1.20 1.36 5.08 1115 [6.25 1047 |AKAPTT Kinase 0.97 1.00 1.08 1.03 0.62 0.53 0.74 0.55
AKAP12 Kinase 0.79 1.08 112 1.08 0.95 2.07 257 3.35 AKAP12 Kinase 0.86 114 151 119 6.64 6.26 1092 [7.21 AKAP12 Kinase 0.91 0.93 0.76 0.93 0.48 0.60 0.45 0.51
AKAP13 Kinase 0.49 1.20 1.01 1.05 1.09 2.24 351 3.39 AKAP13 Kinase 0.79 0.91 1.70 142 7.81 6.76 17.08_[11.04__ |AKAPT3 Kinase 0.76 0.97 1.02 0.97 0.28 0.62 0.24 0.48
AKAP14 Kinase 0.88 0.93 1.05 1.01 1.99 3.03 2.68 2.56 AKAP14 Kinase 2.04 1.03 1.20 1.30 9.23 1069 [11.94  [9.45 AKAP14 Kinase 0.95 0.78 1.01 0.96 0.40 0.28 0.60 0.51
AKAP3 Kinase NA 146 1.02 0.98 1.01 213 2.04 2.58 AKAP3 Kinase 0.83 1.04 125 1.20 7.74 665  [6.72 11.94  [AKAP3 Kinase 0.98 114 119 1.06 0.30 0.61 0.69 0.36
AKAP4 Kinase 0.69 114 114 1.07 1.01 3.01 2.95 3.52 AKAP4 Kinase 0.75 0.77 1.03 1.38 5.03 759 7.77 8.20 AKAP4 Kinase 0.89 0.84 0.74 1.03 0.53 0.39 0.33 0.44
AKAP5 Kinase NA 1.06 0.94 0.90 0.75 2.57 3.10 2.87 AKAP5 Kinase 0.90 0.83 1.05 112 8.56 432 8.10 1211 |AKAPS Kinase 1.00 0.98 1.01 0.99 0.57 0.66 0.65 0.48
AKAPG Kinase 0.54 147 118 1.07 1.38 2.15 3.72 3.49 AKAPG Kinase 0.80 119 171 174 9.45 1125 [15.27 __[10.98 _ |AKAPG Kinase 1.00 0.86 0.76 0.88 0.41 0.42 0.43 0.42
AKAP7 Kinase 0.65 133 1.03 1.02 1.10 2.77 255 3.33 AKAP7 Kinase 0.77 3.00 2.23 0.97 5.31 2278 [11.65  [9.04 AKAPT Kinase 0.87 0.81 0.87 0.86 0.43 0.12 0.49 0.45
AKAP8 Kinase 0.53 3.23 124 134 117 3.75 255 313 AKAP8 Kinase 0.90 0.93 1.09 1.02 5.89 9.98 3.76 1230 |AKAP8 Kinase 0.93 0.83 0.92 0.92 0.46 0.30 0.87 0.39
AKAPBL Kinase 0.76 3.80 1.26 127 128 2.61 2.64 3.52 AKAPBL Kinase 0.67 1.06 2.14 113 4.40 9.14 8.55 6.36 AKAPSL Kinase 0.94 0.65 0.87 0.93 0.54 0.18 0.45 0.24
AKAP9 Kinase 0.72 122 0.94 114 131 2.49 3.00 2.48 AKAP9 Kinase 0.47 0.74 121 114 8.44 431 2019 (1048 |AKAPY Kinase 1.02 0.78 0.82 0.93 0.27 0.47 0.31 0.51
AKIP Kinase 0.65 125 1.20 124 145 3.37 3.96 3.57 AKIP Kinase 122 110 1.16 1.35 9.68 6.74 1532 [9.84 AKIP Kinase 1.00 0.96 0.74 0.87 0.38 0.51 0.29 0.56
AKT1 Kinase 0.78 0.98 0.88 1.09 1.68 314 2.12 2.90 AKT1 Kinase 1.26 123 0.86 1.08 8.10 1694 [9.85 1055 |AKT1 Kinase 0.84 0.94 0.85 0.91 0.17 0.39 0.29 0.22
AKT2 Kinase 0.66 129 0.95 1.06 1.39 314 242 2.88 AKT2 Kinase 114 158 1.26 172 5.70 1250 [9.33 1273 |AKT2 Kinase 0.87 1.05 0.82 1.01 0.36 0.43 0.48 0.33
AKT3 Kinase 0.60 3.66 111 1.89 1.40 2.50 253 452 AKT3 Kinase 1.07 1.20 1.10 148 8.51 5.11 9.91 8.98 AKT3 Kinase 0.97 0.89 0.82 1.00 0.45 0.55 0.53 0.49
ALK Kinase NA 152 1.06 1.08 141 3.78 3.02 2.34 ALK Kinase 110 134 1.02 114 7.05 1531 [8.45 5.07 ALK Kinase 1.04 0.88 0.92 0.98 0.50 0.39 0.45 0.58
ALPKT Kinase NA 1.38 1.08 0.98 1.09 2.50 2.65 2.51 ALPKT Kinase 127 0.99 1.30 134 9.15 8.65 1125 [8.90 ALPK1 Kinase 0.88 1.07 1.08 0.99 0.47 0.47 0.52 0.36
ALPK2 Kinase NA 1.00 0.98 0.94 152 2.23 2.85 2.57 ALPK2 Kinase 1.09 1.40 1.06 0.99 1037 [9.28 8.71 4.96 ALPK2 Kinase 0.92 0.98 0.93 1.05 0.44 0.37 0.55 0.67
ALS2CR2 Kinase 0.67 113 1.09 119 0.98 313 334 3.38 ALS2CR2 Kinase 0.86 1.94 151 1.56 6.38 7.81 1156|1058 |ALS2CR2 Kinase 0.75 1.05 0.91 1.01 0.20 0.44 0.38 0.47
ALS2CR7 Kinase 0.88 141 1.05 1.02 1.00 2.59 319 2.87 ALS2CR7 Kinase 1.09 119 1.20 1.26 5.27 5.68 1361 [7.33 ALS2CR7 Kinase 0.97 0.83 0.97 1.03 0.58 0.36 0.51 0.63
ANKKT Kinase NA 0.88 1.02 1.05 131 211 2.24 211 ANKKT Kinase 1.38 0.97 2.58 111 1328 [7.07 1719 [6.88 ANKKT Kinase 1.02 0.81 1.04 110 0.44 0.39 0.39 0.40
APEG1 Kinase NA 173 0.99 1.05 0.77 1.56 2.10 242 APEG1 Kinase 0.98 0.94 119 1.29 8.37 6.23 5.92 1058 |APEGT Kinase 1.01 0.99 0.94 0.90 0.30 0.39 0.62 0.45
ARAF Kinase NA 0.86 0.94 0.95 0.80 2.18 3.83 2.25 ARAF Kinase 128 147 1.05 1.20 6.54 1173 [17.77___[6.37 ARAF Kinase 1.05 1.05 0.71 1.00 0.46 0.38 0.15 0.41
ARHGAP26 _|Kinase 0.70 1.03 1.20 111 1.40 2.74 2.78 2.99 ARHGAP26 Kinase 0.66 1.06 1.16 2.02 8.57 4.86 1698 [7.44 ARHGAP26 Kinase 0.94 0.97 0.95 0.97 0.36 0.54 0.21 0.57
ARKS Kinase 0.64 112 114 1.08 113 2.73 465 312 ARKS Kinase 0.95 0.96 142 153 8.75 5.41 2584 [5.50 ARKS Kinase 0.81 0.91 0.85 0.94 0.45 0.71 0.18 0.50
ASK Kinase 0.64 133 0.99 0.99 0.98 2.67 2.45 2.56 ASK Kinase 0.67 0.91 0.98 0.96 5.80 2.61 9.19 7.06 ASK Kinase 1.04 0.86 0.95 0.93 0.39 0.73 0.56 0.61
ATM Kinase NA 0.95 1.16 1.04 144 174 2.98 3.76 Kinase 141 2.33 155 217 6.58 8.09 17.83__[17.53__|ATM Kinase 0.86 1.04 0.65 0.80 0.21 0.65 0.22 0.30
ATR Kinase 1.70 0.90 115 0.96 127 2.53 2.36 2.87 Kinase 0.93 1.21 0.98 1.03 7.49 1109 [8.80 6.35 ATR Kinase 0.91 1.04 0.69 0.88 0.35 0.43 0.48 0.61
AURKB Kinase 0.86 1.03 0.95 110 117 3.01 3.04 3.73 Kinase 0.90 0.90 1.08 1.16 8.68 5.81 9.60 16.22__|AURKB Kinase 0.93 0.91 0.73 0.72 0.34 0.54 0.28 0.20
AURKC Kinase 0.62 1.06 1.00 1.07 0.92 2.30 3.01 3.02 Kinase 0.76 145 1.05 171 6.85 5.19 10.88__ [7.59 AURKC Kinase 0.99 0.91 0.92 1.04 0.57 0.43 0.48 0.57
AXL Kinase 1.30 1.01 110 112 0.99 2.73 2.90 3.07 Kinase 1.05 1.70 0.86 119 3.06 8.98 9.86 852 AXL Kinase 0.95 0.97 0.85 0.99 0.56 0.41 0.47 0.54
BCKDK Kinase NA 141 112 1.07 113 3.39 2.41 242 Kinase 0.90 0.78 3.28 114 9.43 9.91 9.30 9.50 BCKDK Kinase 0.93 1.00 110 1.02 0.30 0.42 0.58 0.54
BCR Kinase 0.91 1.03 1.01 1.04 142 327 2.41 361 Kinase 1.09 178 1.78 184 6.81 1503 [11.30 _ [1852 _[BCR Kinase 0.82 0.76 0.74 0.94 0.48 0.27 0.22 0.24
Kinase 0.78 124 1.07 113 1.20 2.58 3.75 2.27 Kinase 118 1.85 1.36 0.90 1058 [11.80  [17.72___[6.52 BLK Kinase 0.88 0.98 0.90 0.99 0.17 0.38 0.29 0.50
Kinase 122 0.98 1.00 116 0.86 2.66 1.90 2.72 Kinase 0.94 1.06 118 1.04 6.43 7.81 5.66 5.59 BMP2K Kinase 0.90 0.98 1.08 0.92 0.50 0.49 0.72 0.61
Kinase 0.63 124 0.87 1.07 149 2.63 2.71 243 Kinase 0.76 2.34 0.90 1.16 5.36 1560 [8.23 6.74 BMPRTA Kinase 0.90 0.83 1.00 0.99 0.53 0.30 0.51 0.45
Kinase NA 1.86 1.21 1.08 1.10 2.54 327 3.29 Kinase 1.05 143 1.00 119 447 834 7.92 11.93__ [BMPR1B Kinase 0.76 1.01 0.75 0.97 0.66 0.62 0.34 0.48
Kinase NA 1.03 0.93 0.87 0.90 1.86 2.30 244 Kinase 0.63 1.08 0.86 111 2,64 435 10.85__ [6.58 BMPR2 Kinase 0.86 0.97 0.65 0.95 0.58 0.73 0.23 0.39
Kinase NA 0.93 0.92 0.93 0.89 172 1.98 2.33 Kinase 0.94 115 129 1.31 323 5.72 6.24 5.73 BMX Kinase 0.99 0.99 0.69 110 0.56 0.64 0.52 0.66
Kinase 1.95 1.04 1.04 110 145 2.87 2.46 3.10 Kinase 1.03 1.29 0.87 1.16 7.79 1131 [9.53 7.53 BRAF Kinase 0.84 0.90 0.62 0.90 0.24 0.45 0.33 0.64
Kinase 0.58 2.83 118 123 113 [458 456 341 Kinase 159 0.82 2.36 144 3.27 7.44 1408|1152 |BRSK1 Kinase 0.84 0.95 127 1.03 0.52 0.42 0.16 0.41
Kinase 137 1.02 1.09 1.01 143 1.93 2.24 2.53 Kinase 0.81 1.00 171 146 6.06 1024 [9.90 7.50 BTK Kinase 0.95 1.02 0.89 1.06 0.40 0.57 0.53 0.73
Kinase 1.00 1.06 1.03 1.02 142 243 2.87 2.72 Kinase 0.79 1.37 1.16 0.88 6.39 1034 [1479 __[10.03__ [BUBT Kinase 0.93 0.88 0.73 0.98 0.55 0.42 0.25 0.55
BUBTB Kinase 0.92 0.92 0.83 113 131 2.29 2.99 3.06 Kinase 0.86 1.56 1.49 1.09 5.02 7.65 1195  [7.38 BUBTB Kinase 0.88 0.97 0.98 0.97 0.45 0.51 0.43 0.58
C21orf124 Kinase 0.61 122 123 1.05 1.39 3.04 2.84 342 C21orf124 Kinase 0.90 1.03 123 124 9.68 5.84 1029 [6.91 C21orf124 Kinase 0.76 0.79 0.90 0.88 0.27 0.48 0.51 0.56
CALMT Kinase 2.81 3.03 1.08 113 146 244 3.62 3.02 CALM1 Kinase 0.75 1.36 1.02 1.36 6.64 472 1051 [8.28 CALM1 Kinase 0.98 0.93 0.76 0.96 0.57 0.77 0.39 0.50
CALM2 Kinase 1177.39_[1.11 0.97 0.92 0.95 177 229 2.54 CALM2 Kinase 0.80 1.69 1.34 167 473 3.92 9.01 5.13 CALM2 Kinase 0.93 0.99 0.76 1.08 0.47 0.93 0.44 0.53




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
CALM3 Kinase 2915 [1.07 1.07 1.04 112 2.09 332 420 CALM3 Kinase 0.89 1.26 1.28 111 5.41 1147 __[16.77 __[11.00 _|CALM3 Kinase 1.04 110 0.66 1.02 0.41 0.47 0.37 0.42
CAMK1 Kinase 0.61 2.49 142 154 113 2.69 227 3.50 CAMKT Kinase 0.35 123 1.36 0.99 6.74 7.91 7.78 413 CANMKT Kinase 0.96 0.90 0.91 0.95 0.41 0.37 0.50 0.70
CAMK1D Kinase 1.07 1.06 1.01 113 0.88 2.49 2.49 317 CAMK1D Kinase 2.40 110 119 148 478 7.83 4.92 1442 [CAMKID Kinase 0.94 0.99 113 0.79 0.65 0.43 0.85 0.20
CAMK1G Kinase 0.68 122 1.04 113 1.05 3.36 2.87 2.91 CAMK1G Kinase 0.80 124 0.93 157 9.66 1053 [11.37__ [5.90 CAMK1G Kinase 0.72 0.67 0.82 0.65 0.27 0.27 0.40 0.24
CAMK2A Kinase 1.40 1.05 1.08 1.03 1.86 2.38 2.73 2.91 CAMK2A Kinase 1.07 1.21 1.16 1.02 861 1216 [9.10 9.70 CAMK2A Kinase 0.91 1.04 0.81 0.93 0.30 0.48 0.42 0.43
CANMK2B Kinase 0.99 0.81 1.08 1.03 1.38 2.22 2.49 3.00 CAMK2B Kinase 0.96 1.35 1.04 118 9.33 1002 [10.66  [7.55 CAMK2B Kinase 0.76 0.76 0.65 0.88 0.34 0.22 0.34 0.50
CAMK2D Kinase 0.95 0.98 1.07 1.06 1.36 2.36 313 3.05 CAMK2D Kinase 0.76 149 1.70 114 6.47 1081 [12.20 _[10.24 __|CAMK2D Kinase 0.95 1.06 0.74 0.95 0.40 0.46 0.25 0.45
CAMK2G Kinase 0.81 0.96 1.05 1.09 1.35 1.85 2.92 3.36 CAMK2G Kinase 147 127 1.06 1.31 7.00 1147|1431 [1256__ |CAMK2G Kinase 0.99 1.07 0.86 0.86 0.57 0.53 0.27 0.54
CAMK4 Kinase 2.13 1.03 110 116 122 2.97 3.99 3.01 CAMK4 Kinase 1.02 147 0.97 124 4.89 1092 [9.94 6.02 CAMK4 Kinase 0.95 1.00 0.74 0.95 0.66 0.42 0.28 0.68
CaMKiINalpha [Kinase 0.56 1.06 1.04 1.03 118 1.97 3.33 3.83 CaMKilNalpha ___|Kinase 0.80 1.01 137 111 6.54 8.88 2560 [13.95 |CaMKilNalpha _ |Kinase 0.96 0.97 0.86 0.99 0.47 0.48 0.13 0.28
CAMKK1 Kinase 0.47 1.35 114 1.02 119 2.90 324 3.24 CAMKK1 Kinase 0.87 1.08 1.38 122 9.82 4.89 1234|552 CAMKK1 Kinase 0.87 0.98 1.01 0.77 0.29 0.68 0.54 0.46
CAMKK2 Kinase 0.63 131 1.06 121 1.00 2.95 3.09 2.76 CAMKK2 Kinase 0.78 0.85 1.03 1.39 452 9.76 1433 [12.26|CAMKKZ Kinase 1.03 0.57 0.92 0.85 0.62 0.38 0.45 0.49
CARKL Kinase 0.73 116 1.03 112 125 2.66 267 3.38 CARKL Kinase 0.77 0.97 125 1.08 7.43 867 8.55 7.46 CARKL Kinase 0.95 0.97 0.95 0.96 0.58 0.45 0.49 0.57
CASK Kinase 0.49 1.39 110 1.05 1.07 2.66 2.87 2.53 CASK Kinase 0.87 1.56 0.97 1.01 9.16 1348 [441 4.86 CASK Kinase 0.91 0.87 0.83 0.88 0.25 0.18 0.68 0.63
CCRK Kinase 0.49 114 111 113 0.98 354 2.36 2.86 CCRK Kinase 0.66 5.14 113 0.95 4.15 799 [641 6.43 CCRK Kinase 0.87 0.61 0.78 1.01 0.30 0.16 0.46 0.59
CDC2 Kinase NA 133 1.01 129 141 2.37 255 3.06 CDC2 Kinase 111 183 111 1.20 6.31 9.96 2.69 1275 |CDC2 Kinase 0.88 0.90 0.56 0.92 0.39 0.46 0.54 0.35
CDC2L1 Kinase NA 0.96 0.93 0.93 1.02 1.86 2.22 2.04 CDC2L1 Kinase 0.98 1.30 0.99 0.93 7.37 1114 [7.82 5.81 CDC2L1 Kinase 1.06 0.99 0.91 0.80 0.15 0.19 0.66 0.27
CDC2L5 Kinase NA 142 0.96 0.91 0.91 1.69 1.95 2.07 CDC2L5 Kinase 1.09 1.21 1.33 1.66 6.83 257|641 9.51 CDC2L5 Kinase 1.02 1.03 1.01 116 0.24 0.73 0.50 0.47
CDC2L6 Kinase 0.64 1.07 1.04 1.08 1.02 2.01 3.00 2.83 CDC2L6 Kinase 0.93 1.21 1.85 147 481 7.26 1555 [9.19 CDC2L6 Kinase 1.01 0.99 0.98 0.94 0.53 0.52 0.38 0.55
CDC42BPA__|Kinase 060 446 112 127 1.26 3.36 267 4.00 CDC42BPA Kinase 0.92 155 0.96 1.60 6.31 9.18 8.75 1856 |CDC42BPA Kinase 0.98 0.81 0.87 0.89 0.55 0.21 0.53 0.20
CDC42BPB__|Kinase 1.01 1.05 1.06 112 1.10 211 3.12 3.77 CDC42BPB Kinase 0.88 0.81 1.30 1.40 5.71 6.04 1223|1148 |CDCA42BPB Kinase 1.01 0.95 0.75 0.92 0.54 0.56 0.40 0.35
CDC42BPG__|Kinase 0.50 1.03 0.99 1.07 111 3.04 235 2.88 CDC42BPG Kinase 1.01 1.01 0.84 1.03 7.72 8.23 1110 [6.40 CDC42BPG Kinase 0.94 0.90 0.84 0.94 0.33 0.25 0.46 0.62
CDC42SE2__|Kinase NA 1.04 1.02 1.05 0.85 211 2.72 2.49 CDC42SE2 Kinase 0.92 0.80 124 115 7.69 381 1060 [4.12 CDC42SE2 Kinase 0.97 0.95 1.00 0.87 0.46 0.69 0.26 0.62
CDK10 Kinase NA 148 1.01 0.98 1.26 2.37 2.81 3.05 CDK10 Kinase 125 0.85 1.35 0.98 1881 [7.31 9.31 5.98 CDK10 Kinase 1.03 110 147 1.05 0.18 0.68 0.67 0.73
CDK2 Kinase NA 0.84 110 0.99 1.16 1.95 2.95 2.81 CDK2 Kinase 112 1.30 157 127 5.94 1837 [1982 _ [6.73 CDK2 Kinase 1.06 1.01 0.66 1.07 0.53 0.47 0.21 0.55
CDK3 Kinase 197 1.00 1.08 1.05 127 3.01 2.73 3.10 CDK3 Kinase 0.90 163 1.07 1.26 439 1532 [5.57 1041 |CDK3 Kinase 0.87 0.85 0.83 0.77 0.51 0.37 0.70 0.37
CDK4 Kinase 145 1.02 0.93 0.98 1.02 2.74 242 2.46 CDK4 Kinase 0.81 1.37 0.94 0.92 3.09 8.93 1017 [8.33 CDK4 Kinase 0.82 0.79 0.98 0.86 0.71 0.24 0.44 0.48
CDK5 Kinase 1.00 0.98 116 1.06 141 2.26 3.46 2.66 CDK5 Kinase 123 1.39 2.36 1.29 6.70 1113|1826 [7.89 CDK5 Kinase 0.73 1.04 0.73 0.92 0.24 0.54 0.18 0.55
CDK5R1 Kinase NA 1.30 1.01 1.02 113 2.39 2.44 2.82 CDK5R1 Kinase 1.20 133 1.60 1.07 742 6.42 7.72 754 CDK5R1 Kinase 1.01 0.81 112 0.93 0.42 0.48 0.68 0.63
CDK5R2 Kinase 0.40 124 112 116 121 2.24 3.02 314 CDK5R2 Kinase 0.67 0.98 1.98 113 1304 [7.84 1149 [13.73_ |CDK5R2 Kinase 0.80 1.01 112 0.94 0.14 0.65 0.46 0.34
CDK6 Kinase 0.90 1.02 1.00 112 1.35 2.06 2.78 3.40 CDK6 Kinase 118 147 132 110 5.91 1283 [11.69 _ [6.59 CDK6 Kinase 0.65 0.95 0.81 0.96 0.29 0.35 0.41 0.61
CDK7 Kinase 0.78 0.96 0.98 119 115 2.60 1.91 3.05 CDK7 Kinase 0.81 1.07 122 147 5.77 1406 [7.63 7.46 CDK7Y Kinase 0.96 0.83 0.81 0.90 0.51 0.39 0.42 0.59
CDK8 Kinase NA 114 114 2.72 148 2.54 2.21 361 CDK8 Kinase 116 123 1.08 154 6.05 1162 [6.21 9.27 CDK8 Kinase 0.90 0.93 0.82 0.94 0.51 0.48 0.66 0.51
CDK9 Kinase NA 0.97 0.89 0.97 1.00 2.51 184 3.06 CDK9 Kinase 0.95 1.30 1.09 153 6.18 1952|444 5.78 CDK9 Kinase 1.00 0.80 0.85 1.00 0.33 0.22 0.87 0.34
CDKL1 Kinase 0.54 171 115 118 0.94 2.45 2.66 2.38 CDKL1 Kinase 1.03 0.82 161 0.98 5.72 473 8.64 8.60 CDKL1 Kinase 1.00 0.92 1.02 0.78 0.42 0.65 0.57 0.40
CDKL2 Kinase NA 132 0.99 1.06 1.05 175 3.28 2.06 CDKL2 Kinase 0.90 1.20 131 1.28 6.13 417 [6.17 12.80 _ |[CDKL2 Kinase 118 1.08 1.05 0.95 0.45 0.62 0.21 0.17
CDKL3 Kinase 0.61 3.20 1.30 131 121 4.06 473 334 CDKL3 Kinase 0.72 114 1.20 114 484 1501 [11.00 __[10.08 _ |CDKL3 Kinase 0.99 0.63 0.93 1.09 0.49 0.10 0.42 0.42
CDKL4 Kinase NA 0.99 0.98 1.02 194 2,64 2.82 2.32 CDKL4 Kinase 148 114 117 1.16 1572 [741 8.52 6.97 CDKL4 Kinase 1.06 110 0.97 0.92 0.29 0.64 0.68 0.45
CDKL5 Kinase NA 0.90 1.06 1.20 0.94 2.28 2.63 4.49 CDKL5 Kinase 127 122 119 134 512 473 657 1294 |[CDKL5 Kinase 0.98 0.97 1.06 1.05 0.52 0.73 0.77 0.36
CDKN1A Kinase NA 0.91 0.95 0.95 1.02 2.18 257 2.53 CDKN1A Kinase 1.06 164 1.28 1.92 7.43 7.07 5.21 6.96 CDKNTA Kinase 113 1.03 0.63 113 0.52 0.56 0.68 0.54
CDKN1B Kinase 197 1.00 1.03 1.09 119 2.91 2.60 2.76 CDKN1B Kinase 0.88 161 0.93 1.06 6.95 1144 [7.46 7.93 CDKN1B Kinase 0.87 0.94 0.79 0.85 0.34 0.38 0.48 0.39
CDKN1C Kinase 1.35 0.87 1.02 114 133 211 2.03 2.69 CDKN1C Kinase 123 167 0.96 151 6.40 1710 [9.31 7.42 CDKN1C Kinase 0.98 0.95 0.96 0.99 0.54 0.40 0.48 0.62
CDKN2A Kinase 1.07 0.94 1.01 112 122 2.25 253 3.26 CDKN2A Kinase 123 119 1.06 147 451 11.06_ [8.94 13.09 _ |[CDKN2A Kinase 0.76 0.95 0.90 0.99 0.49 0.42 0.47 0.48
CDKN2B Kinase 0.88 1.01 1.04 128 115 2.24 2.74 3.46 CDKN2B Kinase 129 1.31 341 114 5.20 1030 [18.32__ [13.78 _ |CDKN2B Kinase 0.89 1.02 0.61 1.03 0.48 0.51 0.19 0.52
CDKN2C Kinase 0.75 111 0.98 113 143 2.28 2.41 3.20 CDKN2C Kinase 114 1.96 111 347 6.97 1508 [14.14 (841 CDKN2C Kinase 0.96 0.95 0.88 1.04 0.49 0.48 0.40 0.67
CDKN2D Kinase NA 114 110 122 1.69 3.02 334 2.98 CDKN2D Kinase 134 1.28 0.95 163 10.16__[10.04__[9.16 6.83 CDKN2D Kinase 0.84 1.04 0.66 0.95 0.26 0.63 0.20 0.56
CERK Kinase 0.77 3.65 133 151 118 [4.24 353 3.71 CERK Kinase 1.08 2.72 127 127 5.91 8.98 11.00 714 CERK Kinase 0.93 0.89 0.86 1.05 0.51 0.26 0.20 0.68
CHEKT Kinase NA 1.08 0.97 0.94 0.88 1.92 229 2.36 CHEKT Kinase 123 1.26 144 1.59 5.39 1134 [851 10.16_|CHEK1 Kinase 0.78 111 0.76 0.92 0.29 0.29 0.30 0.54
CHEK2 Kinase 0.59 115 111 111 1.08 2.54 3.38 3.30 CHEK2 Kinase 0.91 0.99 112 152 1261 [7.65 1548 [8.65 CHEK2 Kinase 0.75 1.00 0.83 0.90 0.20 0.53 0.39 0.52
CHKA Kinase NA 1.02 0.99 0.94 1.60 2.66 1.89 2.46 CHKA Kinase 0.87 2.28 1.01 1.60 7.02 1527 [3.48 8.48 CHKA Kinase 0.97 0.94 0.72 0.95 0.29 0.24 0.67 0.44
CHKB Kinase 194 1.02 1.03 119 111 313 247 3.09 CHKB Kinase 0.90 1.28 144 1.06 3.98 16.76_ [10.85  [11.40 _|CHKB Kinase 0.98 0.92 0.81 0.86 0.78 0.19 0.22 0.34
CHUK Kinase 1.38 0.97 113 1.05 1.02 2.68 2.84 317 CHUK Kinase 0.94 147 127 152 511 887 1587 [13.85 |CHUK Kinase 0.93 0.92 0.91 0.81 0.55 0.53 0.19 0.50
CIB2 Kinase 0.62 2.29 1.26 1.20 134 3.45 3.65 3.49 CIB2 Kinase 124 1.07 1.34 1.09 8.72 6.45 1113 [9.63 CIB2 Kinase 0.87 0.96 0.80 0.86 0.36 0.57 0.40 0.21
CIB3 Kinase 0.90 1.08 0.95 1.07 1.96 2.77 2.62 243 CIB3 Kinase 174 1.08 0.89 1.06 2302|1338 [5.90 1064 |CIB3 Kinase 0.74 0.93 113 0.93 0.20 0.41 0.73 0.43
CINP Kinase 0.61 116 1.09 111 121 3.35 3.56 3.40 CINP Kinase 0.84 0.90 1.46 1.20 7.62 9.20 1357 [7.07 CINP Kinase 0.95 0.84 0.86 0.71 0.45 0.36 0.38 0.27
CIT Kinase 0.48 119 1.00 0.91 0.97 2.61 317 3.73 CIT Kinase 0.81 147 1.48 1.50 6.30 8.81 1071 [10.39__|CIT Kinase 0.96 0.98 1.05 1.01 0.52 0.47 0.61 0.52
CKB Kinase 0.92 0.94 119 114 156 2.34 361 3.30 CKB Kinase 112 157 2.63 127 6.16 18.06  [30.86 _ [16.74 _|CKB Kinase 0.76 0.77 0.65 0.84 0.34 0.16 0.13 0.39
CKM Kinase 0.85 1.00 1.08 1.06 146 2.18 2.62 3.49 CKM Kinase 0.93 1.56 114 0.92 6.51 767 10.83__ [18.61 _|CKM Kinase 0.86 0.89 1.03 1.01 0.48 0.46 0.49 0.33
CKMT1 Kinase 0.72 0.91 1.01 1.06 131 2.29 229 2.56 CKMT1 Kinase 111 1.08 1.40 143 6.51 1020 [6.46 8.46 CKMT1 Kinase 0.93 1.09 0.71 1.05 0.43 0.47 0.49 0.66
CKMT2 Kinase NA 127 144 1.09 124 2.31 3.50 319 CKMT2 Kinase 0.81 163 111 132 3.91 1059 [11.24 _ [13.89 _|CKMT2 Kinase 0.93 0.92 0.76 0.87 0.73 0.62 0.29 0.30
CKS1B Kinase NA 113 1.02 0.98 0.96 1.92 2.48 2.22 CKS1B Kinase 116 163 0.95 1.70 4.90 8.88 1039 [7.08 CKS1B Kinase 1.00 112 0.89 0.84 0.62 0.46 0.36 0.63
CKS2 Kinase NA 0.97 1.06 147 134 2.05 2.96 2.77 CKS2 Kinase 1.39 2.01 1.83 1.08 6.21 8.88 1145 [8.06 CKS2 Kinase 0.84 1.05 0.65 0.99 0.44 0.53 0.45 0.59
CLK1 Kinase 1.68 1.00 1.07 118 0.97 1.91 235 2.60 CLK1 Kinase 0.86 122 117 1.04 5.25 8.72 7.64 6.41 CLK1 Kinase 0.92 0.86 0.79 0.85 0.72 0.35 0.40 0.56
CLK2 Kinase 127 0.89 0.97 114 1.60 171 2.58 2.36 CLK2 Kinase 121 1.30 1.16 1.26 6.41 11.96 [10.97 _ [3.99 CLK2 Kinase 0.92 1.09 1.00 0.95 0.57 0.68 0.50 0.82
CLK3 Kinase 0.92 0.87 0.91 111 1.65 2.28 2.76 3.25 CLK3 Kinase 1.20 133 115 1.30 8.81 1208 [10.14__[16.89 _|CLK3 Kinase 0.83 0.86 0.84 0.97 0.26 0.39 0.47 0.30
CLK4 Kinase 0.69 1.08 122 1.06 124 2.33 2.99 2.73 CLK4 Kinase 1.00 0.79 1.08 1.02 6.88 6.94 8.82 852 CLK4 Kinase 1.08 0.98 0.93 1.05 0.53 0.55 0.63 0.60
CNKSR1 Kinase 0.47 142 1.06 1.08 0.91 3.45 2.75 3.74 CNKSR1 Kinase 0.66 132 1.05 113 4.40 1344 [19.67 _[19.23_|CNKSR1 Kinase 0.94 0.92 0.87 0.85 0.66 0.35 0.28 0.35
CRK7 Kinase 0.70 241 1.03 131 1.07 3.76 3.62 3.20 CRK7 Kinase 1.88 0.92 156 184 7.40 1064 [9.11 1215 |CRK7 Kinase 0.68 0.87 122 1.02 0.27 0.18 0.36 0.43
CSK Kinase NA 1.01 0.93 1.03 118 2.46 2.07 2.37 CSK Kinase 0.98 153 1.02 0.98 7.77 2523 [8.34 6.97 CSK Kinase 0.90 112 0.90 1.07 0.14 0.17 0.38 0.56
CSNKTA1 Kinase NA 0.94 0.94 1.00 0.99 2.34 2.02 319 CSNKTA1 Kinase 1.26 1.30 112 1.31 5.00 9.05 _ [6.00 712 CSNK1AT Kinase 0.87 0.99 0.72 1.00 0.58 0.55 0.62 0.60
CSNKTATL __ [Kinase 0.71 0.98 0.94 111 1.87 2.10 2.13 2.03 CSNKTATL Kinase 2.01 0.87 117 0.93 9.67 6.15 742 8.25 CSNKTATL Kinase 112 1.01 113 0.95 0.51 0.66 0.71 0.71
CSNKTD Kinase 1.60 1.03 1.02 119 0.92 3.02 2.40 312 CSNKTD Kinase 1.07 1.36 1.36 146 319 1240 [6.66 9.23 CSNK1D Kinase 0.73 115 0.96 0.71 0.49 0.45 0.57 0.45
CSNKTE Kinase 1.26 0.98 1.04 115 114 171 3.02 3.44 CSNKTE Kinase 1.03 147 1.35 143 7.01 5.80 1209 [13.22 _|CSNKIE Kinase 0.96 0.95 0.92 0.96 0.53 0.75 0.35 0.35




Garimella et al Table S1 3

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
CSNK1G1 Kinase 0.58 0.98 1.21 1.04 1.60 3.34 327 4.07 CSNK1G1 Kinase 0.71 1.26 0.95 1.68 8.04 1203 [7.96 15.06_ |CSNK1G1 Kinase 0.88 0.83 0.81 0.85 0.34 0.19 0.53 0.28
CSNK1G2 Kinase 0.90 1.00 0.96 112 125 3.18 2.78 3.58 CSNK1G2 Kinase 1.08 175 117 113 5.97 10.30_[9.93 1346 |[CSNK1G2 Kinase 0.81 0.82 0.81 0.95 0.65 0.34 0.41 0.37
CSNK1G3 Kinase 0.93 0.96 111 114 121 2.40 2.97 342 CSNK1G3 Kinase 0.75 1.36 1.39 114 6.72 1010 [7.57 1361 |CSNK1G3 Kinase 0.94 1.01 0.94 0.98 0.46 0.52 0.54 0.37
CSNK2A1 Kinase 0.66 0.98 0.97 111 118 178 3.44 2.45 CSNK2A1 Kinase 1.03 141 1.06 1.04 5.63 1095 [15.89  [10.16__ |CSNK2A1 Kinase 0.92 1.03 0.84 1.00 0.55 0.49 0.13 0.53
CSNK2A2 Kinase NA 118 1.97 1.26 1.35 2.69 247 2.66 CSNK2A2 Kinase 0.84 1.25 155 1.05 6.36 757 1074 [4.27 CSNK2A2 Kinase 0.94 0.89 0.55 0.94 0.49 0.57 0.18 0.65
CSNK2B Kinase NA 142 0.94 0.97 149 212 1.66 2.66 CSNK2B Kinase 131 1.36 1.00 0.89 7.04 4.44 5.54 415 CSNK2B Kinase 1.05 0.97 0.80 1.07 0.23 0.69 0.64 0.47
DAPK1 Kinase 0.68 0.90 0.97 0.97 144 2.77 2.05 2.95 DAPK1 Kinase 128 173 1.30 124 6.57 1193 [8.02 6.22 DAPK1 Kinase 0.88 0.92 1.01 1.01 0.47 0.38 0.51 0.41
DAPK2 Kinase NA 0.94 1.05 0.95 1.02 2.34 1.94 2.34 DAPK2 Kinase 153 0.87 1.64 0.94 9.41 5.28 6.24 323 DAPK2 Kinase 0.94 0.85 111 1.01 0.40 0.52 0.78 0.82
DAPK3 Kinase 0.66 0.93 0.95 0.99 1.10 3.25 2.69 2.65 DAPK3 Kinase 0.96 158 0.83 0.92 421 1534 [13.02__ [9.73 DAPK3 Kinase 0.89 1.03 0.90 1.03 0.61 0.38 0.33 0.52
DCAMKL1 Kinase 115 111 1.08 1.00 1.10 3.06 252 2.25 DCAMKL1 Kinase 0.84 0.71 0.84 1.09 6.90 751 6.04 6.96 DCAMKL1 Kinase 0.92 1.02 0.84 0.95 0.42 0.52 0.61 0.55
DCAMKL2 Kinase NA 122 111 1.01 1.91 2.73 325 3.22 DCAMKL2 Kinase 137 111 114 1.85 .77 748 8.05 9.25 DCAMKL2 Kinase 0.92 0.80 0.91 0.89 0.47 0.44 0.61 0.33
DCK Kinase NA 1.05 0.83 1.01 115 2.84 3.30 2.48 DCK Kinase 147 1.26 0.79 1.04 3.99 6.90 1307 [9.13 DCK Kinase 1.02 1.01 0.74 0.99 0.67 0.60 0.28 0.59
DDRT Kinase 0.71 111 0.92 1.09 143 214 1.96 319 DDRT Kinase 0.87 157 115 1.20 7.52 6.03 9.75 9.82 DDR1 Kinase 0.88 1.03 0.75 0.93 0.45 0.79 0.46 0.48
DDR2 Kinase NA 112 0.95 0.95 1.00 2.21 2.71 2.54 DDR2 Kinase 0.84 119 1.26 1.09 7.28 853 8.92 6.13 DDR2 Kinase 0.97 1.02 0.72 0.99 0.28 0.42 0.40 0.52
DGKA Kinase NA 0.93 0.94 1.02 117 2.32 2.45 2.85 DGKA Kinase 1.50 133 1.01 175 6.38 8.68 1078 [8.55 DGKA Kinase 0.99 0.99 0.86 147 0.56 0.41 0.53 0.45
DGKB Kinase 128 112 1.02 1.04 131 2.54 2.71 3.99 DGKB Kinase 1.30 1.04 0.80 112 5.21 6.64 7.66 1212 |DGKB Kinase 1.03 0.97 0.65 0.77 0.59 0.69 0.44 0.17
DGKD Kinase 0.47 1.39 1.00 1.08 0.89 343 322 3.01 DGKD Kinase 0.94 147 1.35 1.26 4.41 1058 [11.10 _ [1856 _ |DGKD Kinase 0.81 1.00 0.98 0.87 0.55 0.42 0.46 0.48
DGKE Kinase 0.58 1.36 1.04 110 0.92 2.72 3.30 313 DGKE Kinase 0.84 0.94 1.28 124 2.75 1494 [1841 _ [9.35 DGKE Kinase 0.86 0.75 0.92 0.85 0.61 0.19 0.38 0.34
DGKG Kinase 1.03 1.00 110 1.02 155 2,64 2.48 3.20 DGKG Kinase 1.02 119 1.09 0.97 5.84 9.75 9.87 8.16 DGKG Kinase 1.05 1.08 0.74 0.88 0.40 0.61 0.34 0.48
DGKH Kinase 0.98 1.02 111 1.01 2.01 2.69 2.76 327 DGKH Kinase 148 1.36 1.66 1.36 9.74 9.53 1435 [20.06 _ |DGKH Kinase 0.99 0.96 0.64 0.85 0.61 0.43 0.32 0.11
DGKI Kinase NA 1.06 0.93 0.99 1.02 1.92 2.24 1.88 DGKI Kinase 1.50 127 122 0.75 6.39 6.81 6.87 2.95 DGKI Kinase 0.88 1.04 1.21 113 0.11 0.39 0.60 0.95
DGKQ Kinase 0.91 0.88 1.06 1.08 1.40 2.96 2.21 2.70 DGKQ Kinase 0.72 1.01 0.90 1.09 5.94 9.45 9.04 8.76 DGKQ Kinase 0.89 0.95 1.03 1.04 0.52 0.34 0.64 0.51
DGKZ Kinase 0.55 119 0.94 1.09 113 2.37 3.02 3.07 DGKZ Kinase 0.97 0.87 117 1.25 6.66 7.72 6.63 1064 |DGKZ Kinase 0.89 0.95 0.88 0.73 0.42 0.47 0.37 0.17
DGUOK Kinase NA 0.89 0.96 0.94 0.63 142 2.58 2.40 DGUOK Kinase 0.77 142 2.32 1.00 3.07 6.31 1502 [5.65 DGUOK Kinase 0.87 0.84 0.65 0.92 0.52 0.45 0.29 0.68
DMPK Kinase NA 0.96 0.95 1.02 114 2.07 1.87 2.73 DMPK Kinase 0.82 1.07 0.92 1.08 3.85 8.77 3.18 7.69 DMPK Kinase 0.97 1.02 0.61 1.02 0.73 0.64 0.59 0.60
DOKT Kinase 1.65 1.00 1.06 121 1.29 2,64 251 2.62 DOKT Kinase 0.68 1.08 1.26 154 8.28 757 1062 [13.02__ |DOK1 Kinase 0.97 0.90 0.64 0.91 0.38 0.45 0.35 0.47
DTYMK Kinase 122 0.99 0.95 1.07 134 213 2.31 3.46 DTYMK Kinase 113 123 1.20 0.88 6.12 11.02__[6.05 1122 |[DTYMK Kinase 1.02 0.88 0.86 0.95 0.56 0.39 0.61 0.43
DYRKTA Kinase 0.99 0.95 1.05 1.02 127 2.52 2.11 3.21 DYRKTA Kinase 0.74 163 161 0.84 6.36 8.50 1430|1120 |DYRKIA Kinase 0.71 0.88 0.61 0.93 0.26 0.48 0.18 0.47
DYRK1B Kinase 0.59 2.49 124 115 1.05 3.72 3.93 5.41 DYRK1B Kinase 0.79 115 1.28 158 5.28 7.80 2363 [16.29 |DYRKIB Kinase 0.82 0.91 0.79 0.89 0.41 0.53 0.19 0.20
DYRK2 Kinase 0.46 121 1.07 128 0.89 2.09 2.40 3.57 DYRK2 Kinase 1.09 1.07 1.60 1.36 6.68 8.99 1208 [12.23 _|DYRK2 Kinase 1.01 0.97 0.94 0.91 0.62 0.54 0.50 0.42
DYRK3 Kinase 0.55 1.39 1.07 1.04 1.08 3.24 2.48 2.69 DYRK3 Kinase 0.90 0.95 0.93 1.20 6.65 11.02__[6.20 8.77 DYRK3 Kinase 1.05 0.90 0.96 0.96 0.61 0.34 0.65 0.44
DYRK4 Kinase 0.44 147 0.99 0.97 0.92 3.20 343 3.00 DYRK4 Kinase 0.88 1.05 1.68 1.25 4.48 1156 [16.55  [17.86 _ [DYRK4 Kinase 0.94 0.93 0.90 0.78 0.64 0.37 0.19 0.24
Kinase 0.77 161 112 115 115 3.24 317 2.92 EEF2K Kinase 0.75 0.81 1.02 1.60 5.02 9.07 8.96 4.76 EEF2K Kinase 0.93 0.89 0.68 0.92 0.38 0.36 0.58 0.81
Kinase 0.81 1.30 1.06 112 174 217 1.93 2.53 Kinase 116 1.25 1.28 124 6.87 9.63 743 1011 [EGFR Kinase 0.86 0.99 0.74 0.94 0.34 0.55 0.51 0.39
Kinase 1.02 1.39 1.08 117 143 2.35 2.68 3.18 EIF2AKT Kinase 0.90 146 147 157 7.33 7.40 6.03 1466 |EIF2AKT Kinase 0.96 0.90 1.02 0.97 0.46 0.47 0.67 0.42
Kinase 0.81 0.95 113 1.20 122 2.61 2.68 3.91 EIF2AK2 Kinase 0.79 1.60 157 127 4.09 1370 [13.62 _ [11.31 _ |EIF2AK2 Kinase 0.91 0.94 0.82 1.01 0.65 0.40 0.32 0.46
Kinase 0.86 1.01 1.04 0.96 112 331 2.25 3.03 EIF2AK3 Kinase 0.61 1.40 1.05 147 6.67 1589 [6.16 1131 |EIF2AK3 Kinase 0.99 0.87 0.75 0.92 0.71 0.23 0.50 0.61
Kinase 0.83 1.39 111 123 144 3.26 2.92 2.90 EIF2AK4 Kinase 1.06 0.98 1.06 119 9.03 1362 [8.75 6.64 EIF2AK4 Kinase 0.78 0.91 0.69 0.94 0.20 0.40 0.67 0.68
Kinase NA 0.98 0.77 1.02 0.95 2.19 1.86 2.54 EPHAT Kinase 115 1.21 0.93 118 411 1124 [7.67 6.43 EPHA1 Kinase 115 112 0.74 1.20 0.86 0.48 0.66 0.54
Kinase 0.62 147 0.89 0.94 127 3.67 2.22 2.57 EPHA2 Kinase 0.72 1.87 0.92 0.83 5.56 2149 [11.93  [6.36 EPHAZ Kinase 0.95 0.78 0.86 1.02 0.57 0.27 0.41 0.61
Kinase NA 0.89 0.98 0.95 1.07 2.08 2.07 2.99 EPHA3 Kinase 1.07 1.38 127 133 4.98 1092 [9.74 832 EPHA3 Kinase 0.93 1.02 0.78 112 0.36 0.46 0.56 0.54
Kinase 1.87 118 0.95 1.05 1.36 211 2.16 2.93 EPHA4 Kinase 0.70 2.48 0.85 1.09 5.06 1238 [11.15__|7.80 EPHA4 Kinase 0.97 0.89 0.68 0.93 0.77 0.34 0.47 0.59
Kinase 1.29 123 1.07 1.08 127 3.40 162 EPHAS Kinase 0.93 2.02 1.04 1.21 312 1832 [8.14 8.80 EPHA5S Kinase 0.91 0.66 0.74 1.03 0.70 0.30 0.37 0.46
Kinase 1.04 1.05 110 114 112 242 2.05 EPHA7 Kinase 0.70 154 1.16 1.20 3.30 13.37__[9.00 9.72 EPHA7 Kinase 0.82 0.78 0.87 0.91 0.61 0.26 0.49 0.47
Kinase 0.79 1.06 1.02 1.06 143 2.19 2.75 EPHA8 Kinase 0.94 1.37 1.05 124 6.98 1554 [9.66 1710 |EPHAS Kinase 0.83 0.95 0.94 0.84 0.36 0.23 0.45 0.24
Kinase 0.75 1.05 0.93 0.94 172 3.25 2.50 EPHB1 Kinase 0.81 343 1.07 1.20 5.07 2452 [11.26_ [8.81 EPHB1 Kinase 0.91 0.98 0.95 0.98 0.51 0.21 0.44 0.52
Kinase NA 1.38 1.05 1.03 1.66 2.38 359 EPHB2 Kinase 0.94 162 1.35 118 5.82 6.97 1330 [7.15 EPHB2 Kinase 0.86 0.69 0.68 0.87 0.37 0.45 0.19 0.49
Kinase NA 0.93 0.94 0.87 1.09 1.70 2.31 EPHB3 Kinase 2.04 1.40 154 0.96 8.02 8.01 9.38 9.68 EPHB3 Kinase 0.88 1.04 0.74 1.02 0.07 0.58 0.45 0.39
Kinase NA 1.06 0.99 1.03 1.02 2.68 2.16 EPHB4 Kinase 1.02 163 144 133 463 1265 [12.93_ [9.13 EPHB4 Kinase 1.04 121 0.71 0.95 0.55 0.60 0.57 0.46
Kinase 2.08 1.07 147 1.08 1.40 2.90 3.04 EPHB6 Kinase 154 171 2.24 1.03 7.74 16.84 [17.04  [2046 _|EPHB6 Kinase 0.95 0.97 0.60 0.88 0.44 0.29 0.25 0.31
Kinase 0.55 2.31 1.04 111 0.91 3.80 452 EPSBLI Kinase 0.92 115 1.33 114 482 747 8.97 6.74 EPS8L1 Kinase 0.84 1.00 1.04 0.89 0.47 0.36 0.34 0.41
Kinase 127 122 1.07 112 1.16 217 3.01 ERBB2 Kinase 1.06 113 159 1.37 2.79 1154 [14.76_[14.05 _|ERBB2 Kinase 0.94 1.03 0.72 110 0.79 0.33 0.19 0.41
Kinase 1.03 1.03 1.00 0.99 1.07 2.07 235 ERBB3 Kinase 1.01 133 123 0.85 6.80 6.43 8.12 379 ERBB3 Kinase 0.69 0.98 0.77 0.75 0.17 0.75 0.24 0.65
Kinase 0.81 118 1.01 122 142 2.79 2.26 ERBB4 Kinase 125 145 0.95 147 6.88 1089 [7.61 12.88_ |ERBB4 Kinase 0.84 1.04 0.97 0.84 0.41 0.42 0.43 0.42
Kinase NA 2.63 141 115 242 2.97 355 Kinase 1.36 1.28 132 1.08 1631 [13.57 1505 |5.46 ERK8 Kinase 0.80 0.81 0.85 0.91 0.28 0.31 0.32 0.48
Kinase 0.67 1.04 1.05 1.08 142 2.27 2.74 Kinase 137 3.14 124 1.09 6.61 9.30 1217 [9.97 ERN1 Kinase 0.85 1.01 0.96 0.99 0.30 0.51 0.37 0.50
Kinase NA 127 1.07 112 1.01 2.90 229 341 ERN2 Kinase 121 1.08 177 148 7.20 7.49 8.44 19.66  |ERN2 Kinase 1.06 1.04 0.94 0.99 0.44 0.45 0.53 0.41
ETNK1 Kinase 0.53 110 0.95 1.08 1.08 161 1.81 2.91 ETNK1 Kinase 0.76 1.59 1.01 1.35 4.66 369 [4.05 9.04 ETNKT Kinase 1.02 0.99 0.90 0.93 0.64 0.81 0.83 0.44
ETNK2 Kinase 0.61 119 124 115 153 3.90 331 3.55 ETNK2 Kinase 0.74 0.99 1.38 1.36 9.11 9.70 1203 [8.22 ETNKZ Kinase 0.93 0.91 1.02 0.93 0.32 0.48 0.41 0.52
FASTK Kinase NA 127 113 1.09 115 2.45 2.48 2.73 FASTK Kinase 0.96 1.03 1.10 1.20 6.17 10.16__[4.90 7.30 FASTK Kinase 0.90 1.07 1.16 0.79 0.46 0.57 0.82 0.65
FER Kinase NA 0.93 0.96 1.07 0.94 2.38 1.99 2.48 FER Kinase 1.07 115 143 1.07 5.51 9.58 7.25 1021 |FER Kinase 1.10 1.02 0.82 111 0.46 0.45 0.59 0.42
FES Kinase NA 0.99 1.09 0.94 114 2.48 2.79 3.06 FES Kinase 0.96 175 1.01 1.08 3.53 1663 [11.63__ [8.20 FES Kinase 0.95 0.72 0.58 0.96 0.64 0.22 0.31 0.42
FGFR1 Kinase 2.09 1.01 1.08 1.20 174 2.89 2.73 2.53 FGFR1 Kinase 1.00 1.38 118 1.36 715 8.83 6.71 9.11 FGFR1 Kinase 0.87 1.00 0.68 0.79 0.38 0.52 0.52 0.54
FGFR2 Kinase 113 0.93 0.99 1.06 125 3.20 2.76 2.89 FGFR2 Kinase 0.72 1.35 1.34 110 7.09 1058 1171|1212 |FGFR2 Kinase 0.75 0.93 0.80 0.95 0.33 0.24 0.38 0.45
FGFR3 Kinase 145 0.96 0.94 1.08 131 2.71 2.07 2.92 FGFR3 Kinase 1.09 1.26 0.84 0.90 4.99 1186 [11.45 _ [6.87 FGFR3 Kinase 0.93 1.07 0.91 0.95 0.55 0.60 0.42 0.66
FGFR4 Kinase 0.98 1.02 1.09 110 112 2.99 2.85 3.72 FGFR4 Kinase 1.08 179 1.40 145 7.84 1488 [17.36 [20.35 |FGFR4 Kinase 0.84 0.84 0.71 1.02 0.43 0.28 0.08 0.30
FGR Kinase 0.71 0.94 1.07 1.08 1.30 178 2.36 3.37 FGR Kinase 1.36 151 129 0.90 9.04 7.66 8.62 1304 |[FGR Kinase 0.95 1.00 0.98 0.97 0.49 0.66 0.61 0.45
FLJ10986 Kinase 0.44 114 1.06 1.04 1.07 2.75 3.09 3.40 FLJ10986 Kinase 115 0.95 0.96 124 7.21 7.06 2602 [18.28 _ |FLJ10986 Kinase 1.02 1.09 0.95 0.90 0.49 0.56 0.23 0.25
FLJ13052 Kinase 0.80 137 0.93 118 1.20 314 2.82 331 FLJ13052 Kinase 0.68 0.86 125 1.04 7.60 1075 [5.85 421 FLJ13052 Kinase 0.81 0.85 0.73 0.86 0.36 0.45 0.69 0.57
FLJ14800 Kinase 0.63 1.60 111 115 144 343 227 327 FLJ14800 Kinase 0.93 123 1.00 113 1221|1189 [353 712 FLJ14800 Kinase 0.90 0.95 0.75 1.02 0.27 0.31 0.66 0.59
FLT1 Kinase NA 124 113 2.01 1.99 3.36 2.61 3.21 FLT1 Kinase 0.99 1.50 0.85 145 1010 [15.94 [10.94 [7.85 FLT1 Kinase 0.94 0.91 0.80 1.01 0.19 0.47 0.40 0.66
FLT3 Kinase NA 0.90 0.87 0.92 0.92 247 2.20 2.32 FLT3 Kinase 116 1.35 2.08 114 7.60 1261 (1433 [5.18 FLT3 Kinase 0.78 0.95 0.70 1.06 0.18 0.27 0.26 0.52
FLT3LG Kinase NA 1.01 0.88 0.90 1.01 2.48 2.01 3.06 FLT3LG Kinase 1.56 1.98 129 1.05 430 1553 [5.65 6.67 FLT3LG Kinase 0.95 0.88 0.60 1.00 0.49 0.48 0.50 0.67




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
FLT4 Kinase 2.04 0.95 1.03 1.09 150 2.39 244 342 FLT4 Kinase 0.96 123 0.96 1.35 6.70 1079 [5.48 8.36 FLT4 Kinase 0.94 0.83 0.74 0.75 0.46 0.40 0.52 0.41
FN3K Kinase 0.67 128 147 124 144 3.70 379 3.08 FN3K Kinase 1.07 124 143 146 1152 [8.63 1845 1248 |FN3K Kinase 0.84 0.83 0.93 0.86 0.28 0.37 0.26 0.36
FN3KRP Kinase 0.80 157 1.04 119 2.12 3.18 3.10 3.39 FN3KRP Kinase 172 114 0.97 1.03 1823 [1251  [15.70 |4.85 FN3KRP Kinase 0.93 0.90 0.68 0.90 0.15 0.26 0.30 0.61
FRK Kinase 1.40 1.00 0.97 112 157 2.52 1.97 2.91 FRK Kinase 116 124 154 1.07 7.71 1283 [7.08 9.63 FRK Kinase 0.70 0.85 0.86 0.99 0.19 0.50 0.65 0.49
FUK Kinase NA 1.04 1.02 1.02 134 213 3.01 2.89 FUK Kinase 128 132 151 1.35 7.98 8.63 1181 [8.06 FUK Kinase 1.05 1.01 1.05 0.97 0.55 0.43 0.34 0.25
FYN Kinase 1.05 0.97 1.01 110 1.38 2.40 2.79 2.85 FYN Kinase 0.65 1.26 1.04 154 6.31 1041 [5.77 9.20 FYN Kinase 0.89 0.95 0.81 0.93 0.35 0.54 0.59 0.46
GAK Kinase 0.91 1.02 0.92 1.04 1.40 2.30 2.46 312 GAK Kinase 1.04 2.01 1.26 0.99 447 11.04 [13.84 _ [18.26  |GAK Kinase 0.82 0.88 0.82 0.76 0.47 0.42 0.31 0.19
GALK1 Kinase 0.75 1.03 0.93 1.00 123 2.46 167 3.01 GALK1 Kinase 0.89 1.70 152 1.60 7.98 8.92 6.39 7.01 GALK1 Kinase 0.86 0.81 0.76 0.99 0.33 0.59 0.64 0.76
GALK2Z Kinase NA 114 1.20 2.04 154 3.28 2.02 3.16 GALK2 Kinase 110 145 1.02 0.98 444 1712 [6.08 727 GALK2 Kinase 0.81 1.07 0.70 0.91 0.66 0.29 0.43 0.57
GCK Kinase NA 0.97 0.87 0.99 1.01 2.26 173 2.55 GCK Kinase 1.01 1.59 122 114 3.10 1367 [8.62 852 GCK Kinase 0.95 0.94 0.63 1.09 0.61 0.22 0.11 0.53
GIT1 Kinase 0.48 129 0.98 110 0.97 2.59 2.82 3.08 GIT1 Kinase 1.06 147 152 1.29 6.46 10.06_ [9.37 9.68 GIT1 Kinase 1.02 0.87 0.86 0.93 0.51 0.30 0.51 0.54
GIT2 Kinase NA 1.05 1.03 113 0.77 2.59 2.92 3.05 GIT2 Kinase 129 0.98 1.06 149 451 6.75 8.32 1005 [GIT2 Kinase 0.96 0.95 1.07 0.86 0.55 0.56 0.53 0.43
GK Kinase NA 0.92 1.00 115 0.96 2.10 1.94 2.37 GK Kinase 0.65 147 1.01 1.00 476 1160 [4.03 7.68 GK Kinase 1.10 0.89 0.65 1.01 0.76 0.32 0.78 0.62
GK2 Kinase 2.04 1.02 0.99 1.20 1.04 217 247 2.31 GK2 Kinase 1.35 112 1.09 1.01 6.32 5.75 9.73 469 GK2 Kinase 0.81 0.99 0.92 0.92 0.46 0.74 0.60 0.71
GKAP1 Kinase 0.65 1.39 1.05 140 148 3.03 334 311 GKAP1 Kinase 0.89 1.07 161 2.74 9.24 821 11.01___[14.77 __|GKAP1 Kinase 0.85 0.95 0.76 0.67 0.26 0.48 0.55 0.33
GNE Kinase NA 163 1.00 110 0.80 125 1.90 2.67 GNE Kinase 1.08 0.91 115 1.56 7.08 2.50 2.92 8.03 GNE Kinase 1.08 1.06 1.00 1.07 0.39 0.60 0.77 0.54
GRK1 Kinase 113 1.09 112 111 145 2.66 3.69 424 GRKT Kinase 133 163 112 142 417 1128 1504 [13.02__|GRK1 Kinase 0.91 1.05 0.92 0.91 0.75 0.47 0.42 0.41
GRK4 Kinase 142 0.99 110 110 125 2.70 2.92 2.77 GRK4 Kinase 0.89 153 131 153 6.34 1854 [9.45 9.06 GRK4 Kinase 0.97 1.06 0.82 0.85 0.49 0.32 0.41 0.52
GRK5 Kinase 0.99 0.98 1.00 1.03 1.16 2.32 267 313 GRK5 Kinase 1.07 134 145 1.21 5.92 9.33 1457 [17.96__ |GRK5 Kinase 0.75 1.00 0.77 0.90 0.46 0.32 0.18 0.25
GRK6 Kinase 0.88 110 0.91 111 142 2.27 2.38 312 GRK6 Kinase 153 149 1.39 0.98 8.72 1361 [9.22 1379 |GRK6 Kinase 0.69 1.06 0.82 1.02 0.29 0.48 0.42 0.34
GRK7 Kinase NA 0.99 1.03 0.93 164 2.68 2.62 2.53 GRK7 Kinase 2.33 113 112 144 7.64 8.50 7.59 6.35 GRK7 Kinase 0.96 1.01 0.92 1.01 0.48 0.48 0.48 0.49
GSK3A Kinase NA 121 115 1.20 159 2.59 334 3.69 GSK3A Kinase 0.91 143 1.00 1.60 5.37 8.13 9.97 6.59 GSK3A Kinase 0.89 0.99 0.79 1.04 0.73 0.73 0.45 0.60
GSK3B Kinase NA 114 0.95 1.01 0.83 177 1.89 241 GSK3B Kinase 0.82 111 1.09 1.04 5.38 3.50 717 8.80 GSK3B Kinase 1.04 111 0.67 110 0.46 0.77 0.40 0.49
GUKT Kinase NA 1.05 1.00 129 123 2.19 339 343 GUKT Kinase 152 134 117 1.09 6.32 1057 [1743 [17.74 __|GUK1 Kinase 0.89 1.06 0.66 1.00 0.40 0.50 0.36 0.23
HCK Kinase 1.84 0.98 1.07 1.07 117 2.74 2.63 319 HCK Kinase 1.84 1.29 0.88 110 7.55 9.55 7.00 1373 |HCK Kinase 0.76 0.92 0.80 0.77 0.24 0.38 0.47 0.37
HGS Kinase 0.40 113 147 1.04 0.99 214 313 3.01 HGS Kinase 0.90 0.97 1.30 1.26 7.38 7.64 1575 [10.00 _|HGS Kinase 0.94 1.04 1.03 1.02 0.46 0.61 0.30 0.50
HIPKT Kinase 0.96 1.08 115 1.07 2.03 211 2.93 3.36 HIPKT Kinase 1.56 147 1.09 1.25 1903 [1012__ 1536 [11.18__[HIPK1 Kinase 0.78 0.84 0.92 0.74 0.24 0.47 0.32 0.16
HIPK2 Kinase 0.80 244 127 137 1.08 5.76 2.30 2.82 HIPK2 Kinase 0.79 124 129 113 5.02 1097 [1343 _ [1232__ |HIPK2 Kinase 0.93 0.89 0.82 0.78 0.39 0.37 0.32 0.11
HIPK3 Kinase 0.84 129 119 1.00 1.09 2.87 3.01 213 HIPK3 Kinase 1.00 0.98 1.30 1.21 9.92 77 5.64 416 HIPK3 Kinase 0.91 0.95 0.65 0.90 0.33 0.43 0.46 0.49
HIPK4 Kinase NA 115 0.95 1.00 161 2.61 3.30 2.82 HIPK4 Kinase 127 0.99 1.07 0.84 1561 [10.08_ [10.64 _ [8.96 HIPK4 Kinase 0.88 0.93 0.99 0.90 0.46 0.42 0.41 0.62
HK1 Kinase 1.26 0.97 1.04 110 1.30 2.29 3.69 3.39 HK1 Kinase 0.86 2.41 1.09 116 471 1823 [12.71__[1541 _ |[HK1 Kinase 0.98 0.71 0.96 0.90 0.56 0.17 0.30 0.12
HK2 Kinase 0.96 0.98 112 111 1.40 2.89 2.65 327 HK2 Kinase 0.84 1.04 117 1.40 6.86 1428 [16.32 [1595 |HK2 Kinase 0.82 0.87 0.84 0.92 0.28 0.31 0.37 0.32
HK3 Kinase 0.90 1.02 1.05 113 146 2.09 311 3.08 HK3 Kinase 1.06 1.65 121 127 6.53 9.19 1861 [10.51 _ |HK3 Kinase 0.78 0.96 0.97 0.97 0.38 0.58 0.28 0.49
HSPB8 Kinase 0.86 151 1.07 122 127 342 3.56 426 HSPB8 Kinase 1.03 0.74 137 119 9.70 7.39 1546 [9.45 HSPB8 Kinase 0.97 0.97 0.68 0.73 0.56 0.49 0.40 0.32
HUNK Kinase NA 1.68 0.99 1.06 0.69 2.81 2.48 313 HUNK Kinase 0.99 0.82 0.99 112 163 1655 [8.81 11.91  [HUNK Kinase 0.72 1.00 114 1.03 0.49 0.22 0.70 0.20
IBTK Kinase 1.07 0.98 1.02 1.06 1.01 2.89 2.45 3.05 IBTK Kinase 0.93 0.87 112 227 9.59 9.33 8.22 1419 [IBTK Kinase 0.86 0.96 1.04 0.86 0.37 0.42 0.66 0.47
ICK Kinase 0.48 1.05 1.02 113 0.94 2.46 2.73 2.72 ICK Kinase 0.78 1.03 1.60 1.70 6.49 765 [6.95 1022 [ICK Kinase 0.94 0.95 0.85 1.03 0.48 0.57 0.63 0.45
THPK1 Kinase NA 1.06 1.05 0.99 0.63 176 2.00 1.91 THPK1 Kinase 133 115 125 1.04 5.90 6.71 7.70 6.08 THPK1 Kinase 0.98 110 1.04 121 0.43 0.49 0.57 0.58
IHPK2 Kinase 0.66 1.60 1.16 114 1.26 2.90 315 3.69 IHPK2 Kinase 0.88 0.88 1.03 0.93 5.66 6.67 7.22 9.50 THPK2 Kinase 1.04 0.90 0.93 0.98 0.45 0.53 0.64 0.41
IHPK3 Kinase 1.06 1.05 1.05 1.08 2.23 2.63 2.61 3.58 IHPK3 Kinase 1.03 1.09 0.89 1.20 19.84 1145 [2.95 1641 |IHPK3 Kinase 0.85 0.85 0.89 0.91 0.19 0.43 0.90 0.23
IKBKAP Kinase 0.68 129 132 123 124 3.44 2.80 2.31 IKBKAP Kinase 0.68 118 1.48 0.98 1041 [1513_ [1525  [8.52 KBKAP Kinase 1.04 1.04 0.84 0.92 0.37 0.25 0.39 0.56
IKBKB Kinase 0.71 1.04 1.21 147 121 214 3.78 3.83 IKBKB Kinase 171 147 1.30 147 6.13 1759|1457 [16.68 _ |IKBKB Kinase 0.97 0.89 0.84 0.96 0.53 0.50 0.31 0.36
IKBKE Kinase 0.59 124 1.09 127 1.38 2.29 322 3.28 IKBKE Kinase 0.90 0.84 121 1.70 5.66 5.48 1427|1618 |IKBKE Kinase 0.94 0.88 0.94 0.80 0.51 0.62 0.46 0.15
IKBKG Kinase 0.87 134 118 1.08 0.91 3.00 2.86 3.76 IKBKG Kinase 0.67 0.78 1.28 141 5.78 9.52 511 1190 [IKBKG Kinase 0.75 0.84 0.75 0.87 0.37 0.28 0.83 0.18
ILK Kinase NA 122 114 151 1.80 2.74 321 2.72 ILK Kinase 0.89 127 1.28 147 438 1972 [9.14 8.00 1K Kinase 0.93 1.01 0.82 0.98 0.49 0.22 0.37 0.44
IRAKT Kinase NA 1.04 0.97 115 1.02 2.07 2.05 2.48 IRAKT Kinase 134 147 1.08 152 3.75 1053 [5.79 7.80 IRAKT Kinase 1.01 1.02 0.54 110 0.48 0.28 0.19 0.41
IRAK1BP1 Kinase 0.87 0.96 1.03 0.99 1.80 2.58 2.84 3.20 IRAK1BP1 Kinase 128 1.03 145 110 1172 [8.20 9.70 7.02 IRAKTBP1 Kinase 0.97 0.99 0.96 0.91 0.48 0.51 0.50 0.41
IRAK2 Kinase NA 0.94 0.86 1.05 121 1.84 2.26 2.79 IRAK2 Kinase 1.09 1.69 1.16 118 7.28 5.09 9.08 6.16 IRAK2 Kinase 0.70 0.87 0.72 1.02 0.34 0.71 0.47 0.71
IRAK3 Kinase 0.52 114 0.99 1.03 113 3.32 237 3.24 IRAK3 Kinase 0.70 110 172 157 7.91 9.52 9.68 1180 |IRAK3 Kinase 0.91 0.87 0.98 1.09 0.44 0.36 0.44 0.47
IRAK4 Kinase 0.50 129 1.09 1.06 124 2.84 3.49 311 IRAK4 Kinase 0.64 110 127 0.92 9.73 1146 [22.73___|7.26 IRAK4 Kinase 0.97 0.89 0.84 1.04 0.55 0.28 0.37 0.66
ITK Kinase 1.63 0.99 113 111 1.16 2.28 247 2.72 ITK Kinase 111 115 0.89 1.26 5.64 8.48 6.71 1016 [MK Kinase 0.95 0.98 0.95 0.71 0.70 0.53 0.55 0.48
ITPKT Kinase 1.28 0.92 1.08 1.06 175 2.01 3.09 3.91 ITPKT Kinase 0.67 112 0.99 0.96 8.16 1049 [13.00 [14.33 _ [ITPK1 Kinase 0.76 1.06 0.74 0.93 0.31 0.68 0.19 0.25
ITPKA Kinase 0.94 0.96 1.01 110 194 2.10 323 2.71 ITPKA Kinase 1.01 114 1.38 0.95 1008 [1250 [14.08 _ [8.62 ITPKA Kinase 0.72 0.88 0.81 0.86 0.14 0.46 0.31 0.48
ITPKB Kinase 0.83 111 1.00 0.99 122 2.03 343 2.77 ITPKB Kinase 0.92 1.07 113 0.89 5.46 715 1710 [11.36__ [ITPKB Kinase 0.89 0.92 0.95 0.99 0.55 0.58 0.24 0.52
ITPKC Kinase 0.80 132 115 116 0.96 2,64 2.43 3.45 ITPKC Kinase 118 147 1.33 174 7.02 1162 [8.74 1326 |ITPKC Kinase 1.01 0.97 114 1.00 0.59 0.39 0.64 0.53
JAKT Kinase 0.66 112 1.01 1.26 1.26 2.22 2.83 2.27 JAKT Kinase 0.99 168 1.04 1.96 714 1355 1316 [20.33__ |JAK1T Kinase 0.89 0.82 0.91 0.89 0.48 0.48 0.45 0.45
JAK2 Kinase NA 121 114 1.26 142 2.27 3.30 3.29 JAK2 Kinase 0.75 145 167 167 7.36 6.98 1087 [18.58  |JAKZ Kinase 0.93 0.82 0.74 1.01 0.62 0.47 0.25 0.26
JAK3 Kinase NA 0.91 0.87 0.88 1.07 1.60 2.10 1.94 JAK3 Kinase 0.87 1.08 0.93 1.36 5.55 7.62 9.81 5.18 JAK3 Kinase 0.78 0.88 0.86 0.90 0.30 0.59 0.39 0.60
KDR Kinase NA 1.01 0.90 1.05 113 2.50 2.00 2.23 KDR Kinase 1.02 1.96 117 143 6.12 1344 [6.58 4.91 KDR Kinase 0.97 0.91 0.87 1.00 0.56 0.30 0.62 0.68
KHK Kinase 151 1.09 0.98 1.04 1.62 2.09 2.68 3.36 KHK Kinase 0.75 1.07 1.08 151 8.32 8.05 5.65 1147 [KHK Kinase 0.65 1.06 0.77 0.79 0.15 0.54 0.41 0.35
KIAA1446 Kinase NA 119 1.08 116 0.90 2.70 2.14 3.04 KIAA1446 Kinase 116 1.36 1.40 147 8.14 8.70 7.20 9.71 KIAAT446 Kinase 0.97 1.02 0.95 0.80 0.45 0.40 0.71 0.35
KIAA1804 Kinase NA 125 0.94 114 1.02 2.28 252 244 KIAA1804 Kinase 118 1.20 171 175 5.33 7.84 6.68 1051 |KIAAT804 Kinase 1.06 0.99 1.02 1.03 0.43 0.54 0.68 0.54
KIDINS220 __[Kinase 0.56 119 1.00 1.30 113 2.34 2.14 3.62 KIDINS220 Kinase 0.95 163 1.86 146 6.28 7.07 9.76 15.81 __ |KIDINS220 Kinase 1.07 111 1.04 0.95 0.69 0.66 0.72 0.33
KIT Kinase 113 0.98 1.03 1.05 118 2.27 2.66 2.67 KIT Kinase 179 1.36 1.06 1.08 6.64 7.72 10.88__ [7.59 KIT Kinase 0.91 1.05 1.08 1.00 0.44 0.66 0.42 0.67
KSR Kinase NA 119 1.07 1.09 0.86 181 2.73 241 KSR Kinase 0.95 0.98 1.66 147 5.83 6.58 7.45 1051 |KSR Kinase 1.01 0.98 0.87 1.06 0.36 0.44 0.25 0.30
KSR2 Kinase 0.70 0.97 115 0.98 1.93 2.54 3.36 2.79 KSR2 Kinase 142 0.93 131 114 7.86 1269 [13.91  [10.86 _ |KSR2 Kinase 0.87 0.79 0.97 0.89 0.60 0.27 0.40 0.41
LATS1 Kinase 0.43 112 0.95 1.04 1.08 2.30 3.08 3.16 LATS1 Kinase 0.83 115 1.68 2.02 6.12 9.38 1185 [19.78 |LATST Kinase 0.97 0.98 0.78 0.64 0.43 0.53 0.37 0.17
LATS2 Kinase 0.64 1.07 124 112 148 2.40 254 3.56 LATS2 Kinase 1.92 0.73 1.20 124 9.64 669 [6.73 9.10 LATS2 Kinase 0.86 0.97 0.97 0.90 0.23 0.57 0.63 0.42
LCK Kinase 0.90 0.99 1.01 113 150 2.67 2.38 347 LCK Kinase 0.97 134 142 145 7.62 9.06 6.84 7.24 LCK Kinase 0.80 0.83 0.85 0.93 0.24 0.39 0.56 0.41
LIMKT Kinase 0.86 0.99 0.98 111 1.06 2.69 2.60 2.73 LIMKT Kinase 0.79 164 143 0.93 5.51 2256 [10.70 _ [6.26 LIMK1 Kinase 0.81 0.90 0.88 0.98 0.44 0.24 0.43 0.61
LIMK2 Kinase 0.67 0.95 1.03 1.00 137 2.15 3.68 2.82 LIMK2 Kinase 116 143 119 154 9.97 1438 [17.07 _ [23.82 |LIMK2 Kinase 0.92 0.91 0.92 0.95 0.31 0.45 0.40 0.23
LMTK2 Kinase 0.48 1.05 0.93 1.03 0.90 3.06 3.06 3.38 LMTK2 Kinase 0.85 0.92 118 1.93 494 1158 [10.25  [21.64  |LMTK2 Kinase 0.83 0.97 0.88 0.78 0.58 0.36 0.50 0.20
LMTK3 Kinase 0.60 171 153 1.08 1.20 3.04 355 3.58 LMTK3 Kinase 0.74 0.92 122 1.60 5.38 1061|1142 [11.94 |LMTK3 Kinase 0.91 0.81 1.00 0.79 0.16 0.31 0.43 0.18




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
LOC161635 _|Kinase 0.74 1.02 1.02 0.99 149 3.02 2.46 2.53 LOC161635 Kinase 3.32 0.89 121 1.36 1030 [6.91 8.40 4.93 LOC161635 Kinase 1.07 0.96 1.00 0.94 0.60 0.68 0.73 0.64
LOC283155__|Kinase 0.73 1.02 1.07 1.05 1.80 2.40 3.18 2.62 LOC283155 Kinase 153 1.09 1.34 1.01 1238 [6.83 9.53 7.41 LOC283155 Kinase 0.69 0.81 0.96 1.00 0.28 0.52 0.44 0.50
LOC285940 _|Kinase NA 1.08 1.09 1.26 2.13 2.88 3.28 241 LOC285940 Kinase 116 1.06 132 110 9.19 7.20 8.98 8.15 LOC285940 Kinase 1.01 1.04 0.88 0.90 0.56 0.59 0.64 0.39
LOC375449 _ |Kinase 0.85 1.02 110 1.03 1.81 211 2.68 313 LOC375449 Kinase 131 1.25 122 0.93 1209 [8.63 9.91 9.29 LOC375449 Kinase 1.00 0.88 0.82 0.96 0.51 0.39 0.43 0.39
LOC390777 _|Kinase 0.79 1.03 0.99 1.01 2.02 2.38 2.11 2.75 LOC390777 Kinase 154 0.96 1.36 1.09 1502 [4.28 5.69 2.46 LOC390777 Kinase 0.98 0.78 0.82 0.88 0.31 0.54 0.60 0.70
LOC390975__|Kinase 0.73 1.08 118 1.20 1.78 341 4.08 2.51 LOC390975 Kinase 1.39 1.01 174 132 1518|1058 [25.94  [6.54 LOC390975 Kinase 0.95 0.90 0.77 0.96 0.28 0.24 0.13 0.51
LOC391295 _ |Kinase 0.71 1.02 0.98 0.98 1.91 3.66 2.89 2.25 LOC391295 Kinase 3.00 110 1.84 0.93 1336 [12.02 [1494 [11.70 _ [LOC391295 Kinase 0.93 1.03 0.92 0.90 0.47 0.33 0.48 0.44
LOC391533 _|Kinase NA 112 1.21 110 148 3.16 2.63 3.75 LOC391533 Kinase 111 1.03 0.99 1.07 5.85 755 5.83 1258 |LOC391533 Kinase 0.96 0.95 0.83 0.97 0.61 0.53 0.66 0.39
LOC392265 _|Kinase NA 0.96 0.85 0.91 1.29 2.04 2.04 211 LOC392265 Kinase 161 0.99 118 0.93 1903 [5.38 9.95 5.26 LOC392265 Kinase 0.91 0.83 0.84 0.80 0.43 0.33 0.31 0.42
LOC400301__|Kinase NA 0.88 1.01 1.02 1.88 1.89 2.93 2.07 LOC400301 Kinase 2.20 123 1.16 1251 [5.19 1163 [8.20 LOC400301 Kinase 1.02 0.92 0.93 1.01 0.52 0.60 0.44 0.57
LOC407835__|Kinase 0.88 1.04 1.00 0.98 177 2.87 3.20 3.90 LOC407835 Kinase 1.68 1.35 114 6.73 7.61 9.86 9.98 LOC407835 Kinase 0.99 0.98 0.89 0.86 0.73 0.53 0.55 0.34
LOC55971 Kinase 0.62 118 110 116 1.35 244 2.96 3.01 LOC55971 Kinase 1.88 155 132 1523 [9.09 1041 [8.67 LOC55971 Kinase 0.70 0.89 0.92 0.92 0.23 0.43 0.57 0.42
LOC91807 __|Kinase 0.66 119 113 113 164 341 3.70 3.83 LOC91807 Kinase 0.89 155 1.60 1732 [7.32 1179 [8.62 LOC91807 Kinase 0.90 1.00 0.82 0.93 0.34 0.66 0.60 0.48
LRRK1 Kinase 0.79 133 147 1.09 118 2.83 329 3.50 LRRK1 Kinase 0.99 119 1.20 6.48 1023 [9.40 1366 |LRRK1 Kinase 0.91 111 0.82 0.83 0.29 0.50 0.57 0.39
LRRK2 Kinase 0.84 0.87 0.99 0.98 2.07 2.90 257 2.39 LRRK2 Kinase 149 117 0.79 1121 [8.64 1056 [5.64 LRRK2 Kinase 0.93 0.86 1.01 0.92 0.42 0.49 0.60 0.57
LTK Kinase NA 1.05 124 113 1.29 2.49 3.08 2.63 LTK Kinase 2.06 1.08 115 8.81 8.47 7.35 1506 |LTK Kinase 0.49 0.97 0.83 0.89 0.13 0.62 0.31 0.44
LYK5S Kinase 0.60 118 115 111 154 3.21 4.01 319 LYK5S Kinase 0.69 2.29 123 6.66 8.16 1829 [10.50 |LYK5 Kinase 0.84 0.87 0.78 0.90 0.38 0.41 0.26 0.46
LYN Kinase NA 113 0.93 1.01 1.08 314 2.22 2.48 LYN Kinase 1.04 0.85 0.84 5.50 16.08_ [6.82 7.70 LYN Kinase 0.96 1.01 1.05 1.05 0.37 0.37 0.58 0.43
MADD Kinase 0.63 116 1.01 1.04 0.98 2.00 2.92 2.89 MADD Kinase 1.04 0.89 112 5.23 5.11 1321 [17.32__|MADD Kinase 1.00 0.99 0.73 0.77 0.74 0.63 0.38 0.22
MAGI Kinase 0.97 0.98 0.98 110 2.21 3.16 253 2.82 MAGI Kinase 152 1.34 0.99 1412 [1063_ [9.33 8.09 MAGI Kinase 1.00 0.90 0.76 0.92 0.41 0.38 0.52 0.44
MAGI1 Kinase 0.95 1.03 0.97 1.08 2.22 2.78 3.26 2.48 MAGI1 Kinase 1.30 1.40 171 1957 [13.09 _[8.98 1830 |[MAGH Kinase 0.93 0.98 1.06 0.62 0.39 0.31 0.46 0.29
MAK Kinase 111 1.04 1.02 1.07 148 2.56 2.33 3.32 MAK Kinase 1.06 0.90 1.29 5.93 1041 [6.71 8.24 MAK Kinase 1.00 1.03 0.70 0.95 0.54 0.64 0.34 0.67
MAP2K1 Kinase NA 115 154 2.28 164 2.20 2.99 425 MAP2K1 Kinase 173 114 162 8.60 7.16 7.63 17.03__ [MAPZK1 Kinase 0.89 0.80 0.79 0.96 0.23 0.44 0.45 0.20
MAP2K1IP1__[Kinase NA 1.20 0.98 0.99 1.03 3.01 3.30 3.02 MAP2KTIP1 Kinase 128 1.40 143 422 651 10.04 _ [7.05 MAP2KTIP1 Kinase 0.87 1.05 1.06 0.83 0.57 0.63 0.41 0.40
MAP2K2 Kinase NA 0.79 1.00 0.98 1.07 2.27 2.45 2.59 MAP2K2 Kinase 133 0.96 2.00 7.45 1074|459 12.06  |MAP2K2 Kinase 0.90 0.97 0.75 0.99 0.27 0.26 0.76 0.42
MAP2K3 Kinase NA 0.85 0.94 1.01 0.90 2.34 3.30 2.88 MAP2K3 Kinase 0.89 1.26 134 5.10 553 2202 [8.90 MAP2K3 Kinase 0.83 0.95 0.65 0.85 0.39 0.58 0.20 0.59
MAP2K4 Kinase 0.78 1.20 1.09 1.02 1.35 2.51 2.46 3.68 MAP2K4 Kinase 1.00 1.35 0.89 512 1024 [8.00 1099 |MAP2K4 Kinase 0.88 0.91 1.05 0.99 0.50 0.48 0.59 0.40
MAP2K5 Kinase 1.86 3.74 1.04 1.20 178|441 322 314 MAP2K5 Kinase 1.05 1.02 1.09 7.72 2309 [8.20 5.45 MAP2K5 Kinase 0.94 0.83 0.80 0.83 0.29 0.14 0.50 0.66
MAP2K6 Kinase 1.36 1.20 0.96 1.08 2.05 3.46 267 3.48 MAP2K6 Kinase 0.75 0.99 124 9.17 3470 [11.73__ [8.99 MAP2K6 Kinase 0.86 0.91 0.98 1.00 0.36 0.28 0.55 0.55
MAP2K7 Kinase 113 1.04 110 124 175 2.36 3.10 3.82 MAP2K7 Kinase 0.96 127 1.70 8.82 1118 [7.63 1403 [MAP2K7 Kinase 0.76 0.70 0.95 0.80 0.16 0.22 0.55 0.19
MAP3K1 Kinase 0.61 1.04 0.88 0.90 144 2.65 267 2.85 MAP3K1 Kinase 124 0.97 0.94 719 1354 [9.02 7.80 MAP3KT Kinase 1.02 0.89 0.83 0.96 0.39 0.36 0.13 0.49
MAP3K10 Kinase 0.82 0.96 0.97 1.02 148 2.70 2.12 3.74 MAP3K10 Kinase 1.08 123 0.86 5.85 9.54 6.27 9.82 MAP3K10 Kinase 0.94 1.01 0.98 0.98 0.54 0.63 0.45 0.37
MAP3K11 Kinase 0.67 1.26 1.03 1.06 115 2.48 227 361 MAP3K11 Kinase 1.20 119 1.37 484 7.04 6.50 1879 |MAP3K11 Kinase 0.84 0.78 0.79 0.90 0.48 0.41 0.48 0.16
MAP3K12 Kinase 0.63 1.08 0.94 1.05 117 2.16 2.68 2.34 MAP3K12 Kinase 147 1.85 113 9.61 6.59 8.10 414 MAP3K12 Kinase 0.78 0.91 1.00 0.84 0.41 0.51 0.62 0.64
MAP3K13 Kinase NA 0.92 1.07 0.99 112 2.33 2.00 2.60 MAP3K13 Kinase 1.36 1.99 111 7.25 7.10 9.32 7.30 MAP3K13 Kinase 0.91 1.07 0.77 0.95 0.44 0.68 0.47 0.47
MAP3K14 Kinase NA 129 0.96 1.05 1.09 3.29 2.83 3.30 MAP3K14 Kinase 122 115 1.06 6.67 853 7.46 12.37 __|MAP3K14 Kinase 0.83 1.00 1.05 1.04 0.42 0.46 0.61 0.42
MAP3K2 Kinase 0.46 134 0.96 1.02 1.06 2.78 3.28 2.73 MAP3K2 Kinase 0.83 131 112 6.86 1050 [13.10 _ [1245 _ |MAP3K2 Kinase 0.96 1.00 0.94 0.90 0.48 0.40 0.44 0.43
MAP3K3 Kinase NA 1.05 0.96 1.04 1.30 212 355 3.10 MAP3K3 Kinase 1.30 115 0.69 5.15 1387 [9.25 1012 |MAP3K3 Kinase 1.09 0.89 0.89 1.00 0.55 0.31 0.30 0.28
MAP3K4 Kinase NA 0.98 1.01 0.89 114 2.24 2.36 2.35 MAP3K4 Kinase 116 1.04 112 6.12 1248 [12.20 _ |7.58 MAP3K4 Kinase 0.90 1.02 0.72 111 0.48 0.32 0.42 0.67
MAP3K5 Kinase NA 1.07 1.04 1.06 1.16 2.21 247 2.99 MAP3K5 Kinase 0.72 167 0.85 485 827 1002 [9.97 MAP3K5 Kinase 0.98 0.90 0.70 0.99 0.64 0.54 0.45 0.64
MAP3K6 Kinase 0.59 114 113 0.95 1.05 2.55 2.64 2.97 MAP3K6 Kinase 0.69 1.09 1.05 4.00 551 7.20 1390 |MAP3K6 Kinase 0.92 0.82 0.95 0.85 0.67 0.56 0.93 0.32
MAP3K7 Kinase 0.53 1.03 1.02 1.08 1.03 2.35 2.28 2.77 MAP3K7 Kinase 0.77 1.01 0.81 5.73 7.56 8.61 7.81 MAP3K7 Kinase 1.00 0.84 1.02 0.88 0.64 0.31 0.59 0.50
MAP3K7IP1__[Kinase 0.60 116 1.07 1.09 0.86 2.51 3.28 3.05 MAP3K7IP1 Kinase 112 0.89 176 491 1007 [16.24__ [6.30 MAP3K7IP1 Kinase 0.51 0.94 0.84 0.85 0.27 0.34 0.25 0.51
MAP3K7IP2__|Kinase 0.55 1.50 0.96 111 0.91 2.59 2.22 341 MAP3K7IP2 Kinase 118 121 172 429 6.92 6.78 867 MAP3K71P2 Kinase 0.84 0.86 0.86 0.93 0.29 0.38 0.50 0.34
MAP3K8 Kinase 0.71 0.95 0.90 1.07 142 2.31 237 3.07 MAP3K8 Kinase 0.98 119 155 6.86 1021 [5.03 752 MAP3K8 Kinase 0.91 1.00 0.81 1.01 0.44 0.53 0.68 0.60
MAP3K9 Kinase 1.20 110 111 114 1.65 2.83 253 3.46 MAP3K9 Kinase 0.66 1.16 237 5.22 1016 [11.09 _ [6.92 MAP3K9 Kinase 0.96 1.01 0.67 0.91 0.49 0.60 0.37 0.58
MAP4K1 Kinase 0.61 133 115 0.99 1.08 3.35 324 2.98 MAP4K1 Kinase 0.80 0.87 1.09 6.90 5.45 8.78 9.23 MAPAKT Kinase 0.88 0.81 0.90 0.88 0.29 0.33 0.54 0.56
MAP4K2 Kinase NA 141 1.16 132 2.30 2.22 3.04 243 MAP4K2 Kinase 1.60 1.01 118 8.64 755 8.72 867 MAP4K2 Kinase 0.89 0.84 0.78 1.01 0.08 0.35 0.44 0.52
MAP4K3 Kinase NA 175 1.00 0.94 0.78 1.50 2.75 2.52 MAP4K3 Kinase 1.00 1.39 1.20 5.97 431 1051 [7.22 MAP4K3 Kinase 1.01 0.86 114 1.06 0.49 0.42 0.22 0.53
MAP4K4 Kinase 1.08 1.03 0.95 111 1.08 2.61 2.34 3.28 MAP4K4 Kinase 0.89 0.93 154 6.44 7.53 624 9.02 MAP4K4 Kinase 0.96 0.78 0.82 0.92 0.61 0.46 0.67 0.41
MAP4K5 Kinase NA 1.30 0.98 1.07 1.06 2.74 251 2.89 MAP4K5 Kinase 0.99 158 1.07 5.88 1236 [4.71 4.08 MAP4K5 Kinase 1.00 0.93 1.08 0.94 0.49 0.39 0.65 0.75
MAPK1 Kinase 1.08 1.20 1.08 112 127 2.34 2.42 311 MAPK1 Kinase 0.78 1.36 151 6.33 9.94 6.61 8.92 MAPKT Kinase 0.89 0.87 0.84 0.93 0.53 0.41 0.50 0.45
MAPK10 Kinase 0.94 0.98 111 1.02 1.39 2.57 2.85 3.55 MAPK10 Kinase 1.05 1.09 157 6.13 6.30 8.14 1890 |MAPK10 Kinase 0.95 0.93 1.01 0.97 0.57 0.79 0.52 0.37
MAPK11 Kinase 133 1.04 1.06 113 242 3.33 2.81 3.85 MAPK11 Kinase 1.91 1.49 1.28 9.44 1475 [5.15 10.78__ [MAPKI1 Kinase 0.80 0.93 0.90 0.94 0.14 0.45 0.71 0.34
MAPK12 Kinase 1.00 134 1.02 112 175 213 4.30 3.69 MAPK12 Kinase 0.98 137 122 8.81 6.19 1371|782 MAPK12 Kinase 0.69 0.93 0.72 0.75 0.17 0.53 0.15 0.28
MAPK13 Kinase 0.72 1.08 0.98 1.01 1.68 212 2.13 3.33 MAPK13 Kinase 0.96 1.07 0.97 6.60 1344 [5.06 1818 |MAPKT3 Kinase 0.90 0.90 0.85 0.98 0.55 0.39 0.59 0.31
MAPK14 Kinase NA 137 1.29 137 1.81 2.83 4.02 430 MAPK14 Kinase 1.50 115 113 7.49 9.12 1173 [13.01 _|MAPK14 Kinase 0.86 0.97 0.89 1.02 0.26 0.48 0.24 0.29
MAPK3 Kinase 0.67 122 1.00 115 133 2.38 2.87 342 MAPK3 Kinase 0.98 1.16 1.60 4.88 5.93 1229 [1450 |MAPK3 Kinase 0.89 1.00 0.75 0.97 0.57 0.72 0.45 0.41
MAPK4 Kinase NA 1.35 1.31 148 137 2.87 3.74 2.71 MAPK4 Kinase 1.60 1.28 1.09 492 1254 [7.77 424 MAPK4 Kinase 0.81 0.95 0.68 0.99 0.40 0.58 0.45 0.56
MAPK6 Kinase NA 0.92 1.07 1.02 1.09 162 2.05 2.53 MAPK6 Kinase 0.85 1.06 1.26 462 8.16 7.81 7.66 MAPK6 Kinase 1.01 0.90 0.75 0.99 0.68 0.35 0.54 0.57
MAPK7 Kinase NA 0.94 0.97 1.07 115 2.25 371 3.38 MAPK7 Kinase 1.60 1.04 167 497 6.99 1307 [10.63  |MAPK7 Kinase 0.80 0.92 0.69 1.00 0.36 0.52 0.46 0.52
MAPK8 Kinase 172 1.03 0.97 112 164 3.48 2.81 4.48 MAPK8 Kinase 1.06 1.03 1.26 6.17 19.01__ [8.47 1216 |MAPK8 Kinase 0.91 0.86 0.71 0.78 0.44 0.14 0.45 0.21
MAPK8IPT Kinase NA 0.98 0.92 1.05 0.75 2.50 1.97 212 MAPK8IPT Kinase 122 122 1.07 8.21 6.98 1094 [4.35 MAPK8IP1 Kinase 0.92 1.01 0.91 0.98 0.17 0.49 0.16 0.66
MAPK8IP2___[Kinase 0.56 137 1.06 112 1.10 2.03 2.83 3.52 MAPK8IP2 Kinase 0.73 1.07 151 6.95 6.71 1247|1870 |MAPK8IP2 Kinase 0.96 0.97 0.87 0.76 0.53 0.60 0.47 0.25
MAPK8IP3__[Kinase NA 1.01 1.09 1.09 0.98 2.53 3.02 2.48 MAPK8IP3 Kinase 140 1.75 122 6.95 6.41 2536 [6.91 MAPK8IP3 Kinase 1.07 0.95 0.83 1.00 0.47 0.55 0.14 0.62
MAPK9 Kinase 0.98 1.03 110 112 148 2.75 2.93 431 MAPK9 Kinase 1.05 1.49 1.03 6.44 11.02__[12.31___[10.00 _[MAPK9 Kinase 0.84 0.78 0.93 1.07 0.37 0.21 0.42 0.39
MAPKAP1 Kinase NA 1.68 0.99 1.00 1.00 2.79 3.12 3.00 MAPKAP1 Kinase 1.20 1.64 1.25 7.56 7.73 1409 [12.72 _|MAPKAP1 Kinase 0.91 0.97 110 0.92 0.27 0.39 0.58 0.44
MAPKAPK2 _[Kinase 0.56 110 1.04 0.95 1.36 2.51 2.58 3.64 MAPKAPK2 Kinase 0.99 119 0.95 1130 [6.19 7.73 1540 |MAPKAPK2 Kinase 0.92 0.97 0.86 0.78 0.17 0.52 0.48 0.32
MAPKAPK3 __[Kinase 0.67 1.05 0.97 1.03 113 3.76 2.90 3.07 MAPKAPK3 Kinase 0.83 1.36 142 436 1074 [16.87 _ |9.03 MAPKAPK3 Kinase 0.91 0.90 0.80 0.97 0.62 0.18 0.24 0.43
MAPKAPK5 _[Kinase NA 162 0.96 0.97 0.75 178 2.23 2.72 MAPKAPKS Kinase 0.87 1.38 141 447 424 7.04 1516 |MAPKAPK5 Kinase 0.97 1.04 114 0.97 0.59 0.76 0.58 0.23
MAPKBP1 Kinase 0.62 1.60 110 115 1.01 3.46 3.03 3.36 MAPKBP1 Kinase 0.92 1.10 1.20 5.74 6.88 9.45 9.98 MAPKBP1 Kinase 0.96 0.98 0.96 1.04 0.54 0.55 0.61 0.50
MARCKS Kinase NA 0.90 0.99 1.04 147 2.00 259 2.49 MARCKS Kinase 1.02 1.00 0.99 5.98 7.58 7.05 5.74 MARCKS Kinase 0.83 1.09 0.93 0.99 0.49 0.62 0.59 0.73
MARKT Kinase 1.05 111 1.04 1.06 177 2.66 2.48 2.72 MARKT Kinase 0.85 0.78 0.95 6.15 7.22 6.06 5.68 MARK1 Kinase 0.83 1.03 0.98 0.97 0.34 0.73 0.69 0.77




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
MARK2 Kinase NA 0.99 1.16 1.04 1.60 3.30 339 3.35 MARK2 Kinase 1.80 123 1.09 1.04 6.13 17.32__[1027 __|7.13 MARK2 Kinase 0.93 0.90 0.88 0.97 0.49 0.28 0.45 0.50
MARK3 Kinase 0.70 1.06 1.05 112 158 2.60 2.66 3.33 MARK3 Kinase 0.92 151 119 1.08 5.94 6.75 7.38 8.05 MARK3 Kinase 0.86 1.01 0.91 0.95 0.39 0.59 0.51 0.42
MARK4 Kinase 1.01 1.04 114 112 1.09 2.87 3.00 2.69 MARK4 Kinase 6.25 112 1.06 2.15 6.95 1595 [11.38__ [10.17 _ |MARK4 Kinase 0.94 0.92 1.01 0.98 0.46 0.33 0.42 0.48
MAST2 Kinase 0.54 1.01 124 123 1.40 2.79 2.77 3.67 MAST2 Kinase 1.07 0.92 1.46 113 8.47 6.93 8.59 8.99 MAST2 Kinase 0.95 0.93 1.03 0.92 0.38 0.47 0.57 0.21
MAST3 Kinase 132 1.08 116 1.03 0.91 315 2.62 3.22 MAST3 Kinase 0.96 1.01 0.79 0.98 4.60 5.42 7.59 6.69 MAST3 Kinase 1.01 1.07 1.08 1.05 0.48 0.70 0.75 0.48
MAST4 Kinase 1.01 113 112 110 0.99 3.49 2.94 3.04 MAST4 Kinase 0.63 0.92 0.74 1.20 5.43 858 9.24 11.02___|MAST4 Kinase 0.87 0.89 0.80 0.93 0.49 0.36 0.61 0.67
MASTL Kinase 0.62 127 111 118 1.30 3.10 3.46 3.74 MASTL Kinase 0.74 122 1.16 127 8.29 727 1121|1258 |MASTL Kinase 0.93 1.08 0.91 0.86 0.30 0.48 0.42 0.35
MATK Kinase 0.66 131 0.69 1.01 1.36 2,64 2.02 2.94 MATK Kinase 0.83 127 1.04 1.37 5.95 6.88 6.73 5.28 MATK Kinase 0.91 0.98 0.95 1.05 0.49 0.66 0.66 0.61
MELK Kinase 0.97 1.09 147 119 113 3.20 2.58 2.98 MELK Kinase 0.98 0.79 118 1.20 7.44 1039 [5.55 1062 |[MELK Kinase 0.83 0.82 0.67 0.99 0.43 0.25 0.47 0.52
MERTK Kinase 0.54 124 116 1.07 1.08 2.30 2.49 2.58 MERTK Kinase 0.67 1.03 1.00 1.07 484 5.58 9.73 5.56 MERTK Kinase 1.03 0.97 0.93 0.88 0.59 0.65 0.53 0.64
MET Kinase 134 1.00 1.00 1.00 1.68 2.46 253 3.48 MET Kinase 0.83 147 111 1.02 6.86 6.52 917 7.66 MET Kinase 0.92 0.86 0.62 0.86 0.57 0.59 0.43 0.61
MGC40579 __|Kinase NA 0.98 0.96 1.03 2.30 2.31 2.81 242 MGC40579 Kinase 1.38 1.08 112 144 1821|261 3.92 5.49 MGC40579 Kinase 0.94 0.75 0.83 0.96 0.26 0.69 0.75 0.76
MGC4796 Kinase 0.57 122 1.06 115 150 3.58 3.72 3.29 MGC4796 Kinase 0.70 0.94 1.38 147 3.94 1541 [9.99 10.15__ |[MGC4796 Kinase 0.82 0.86 0.95 0.69 0.56 0.37 0.55 0.34
MGC75495 __ |Kinase NA 0.90 0.99 0.99 143 2.18 254 2.96 MGC75495 Kinase 142 0.95 111 0.93 1045 [5.79 8.59 7.45 MGC75495 Kinase 1.07 114 1.01 0.78 0.32 0.61 0.52 0.19
MINK1 Kinase 0.68 145 119 1.08 0.99 3.69 322 3.18 MINK1 Kinase 144 0.93 0.96 1.08 7.00 11.99  [7.51 9.70 MINKT Kinase 0.69 0.91 0.71 0.88 0.17 0.30 0.53 0.39
MKNK1 Kinase 0.61 116 1.04 113 099 465 311 3.10 MKNK1 Kinase 1.39 1.07 1.40 157 6.27 1460 [11.82__ [1550 _|MKNK1 Kinase 0.77 0.90 1.01 0.90 0.35 0.11 0.44 0.23
MKNK2 Kinase 0.82 118 0.89 1.01 175 2.59 2.61 341 MKNK2 Kinase 149 1.35 112 134 10.87 [21.39 _[13.78 _ [7.84 MKNK2 Kinase 0.83 0.92 0.84 0.91 0.36 0.41 0.38 0.54
MOS Kinase 0.89 2.02 0.91 0.98 159 2.45 252 2.08 MOS Kinase 1.50 124 151 1.59 5.85 1046 [8.99 1156 [MOS Kinase 0.98 0.99 1.03 0.87 0.44 0.44 0.55 0.55
MST1R Kinase NA 131 1.02 1.01 163 244 237 2.57 MST1R Kinase 132 1.01 127 171 6.98 9.67 9.06 1244 |[MSTIR Kinase 0.84 0.93 0.72 1.02 0.39 0.44 0.20 0.41
MST4 Kinase NA 141 1.00 1.08 0.93 2.24 2.20 2.75 MST4 Kinase 123 1.16 127 152 5.50 8.16 8.69 1042 |MST4 Kinase 1.07 0.95 0.80 0.97 0.49 0.62 0.48 0.23
MUSK Kinase NA 0.89 1.04 1.01 0.97 1.87 2.48 243 MUSK Kinase 0.87 144 1.07 1.35 7.37 9.01 8.78 6.07 MUSK Kinase 0.95 1.01 0.76 0.92 0.36 0.54 0.57 0.50
MVK Kinase NA 1.02 0.95 113 1.03 2.09 2.58 3.39 MVK Kinase 1.03 1.29 124 1.07 6.15 9.73 1215 [10.37 __|MVK Kinase 0.97 0.95 0.60 1.03 0.32 0.55 0.41 0.48
MYLK Kinase 154 110 114 110 144 2.29 2.45 3.21 MYLK Kinase 0.83 147 0.87 1.25 6.26 1135 [1019__ [9.76 MYLK Kinase 0.88 0.99 0.69 0.81 0.60 0.42 0.53 0.44
MYLK2 Kinase 0.50 122 0.94 1.08 117 2.76 3.05 327 MYLK2 Kinase 0.84 0.89 111 1.91 7.77 1297 [7.09 1065 [MYLK2 Kinase 0.90 0.94 0.79 0.70 0.47 0.24 0.48 0.23
NAGK Kinase NA 1.06 0.93 0.97 1.02 2.90 2.14 2.67 NAGK Kinase 1.04 122 119 1.01 8.11 1118 [13.91 _ [11.20 _|NAGK Kinase 0.75 1.00 1.02 1.05 0.25 0.32 0.40 0.40
NEK1 Kinase 117 1.05 1.08 115 158 2.45 3.99 3.33 NEK1 Kinase 1.07 110 1.00 110 7.24 1091 [2532  [8.42 NEKT Kinase 0.98 1.06 0.74 1.00 0.46 0.47 0.19 0.59
NEKT1 Kinase 0.48 119 1.07 116 1.04 2.45 3.00 3.87 NEKT1 Kinase 1.01 1.04 1.82 110 7.33 9.40 1292 [8.17 NEKT1 Kinase 0.82 1.01 0.86 0.95 0.24 0.44 0.40 0.56
NEK2 Kinase 0.84 0.98 112 113 153 3.37 257 3.76 NEK2 Kinase 114 1.38 1.04 115 6.54 1470 [4.60 1132 |NEK2 Kinase 0.84 1.00 0.90 0.87 0.42 0.34 0.63 0.20
NEK3 Kinase 0.73 131 1.08 0.98 1.38 2.61 2.41 2.83 NEK3 Kinase 1.06 1.31 112 1.01 7.26 1826 [5.20 832 NEK3 Kinase 0.87 0.91 0.91 1.02 0.48 0.42 0.49 0.51
NEK4 Kinase 0.77 121 0.98 1.02 134 243 2.31 3.55 NEK4 Kinase 137 157 1.03 1.86 3.50 8.78 4.92 2050  |NEK4 Kinase 0.76 0.97 1.01 0.68 0.51 0.51 0.45 0.07
NEK6 Kinase NA 1.39 0.99 1.05 0.77 1.98 2.00 2.36 NEK6 Kinase 1.06 0.84 1.83 1.06 5.41 4.60 3.40 77 NEK6 Kinase 111 1.08 1.09 1.06 0.52 0.74 0.50 0.54
NEK7 Kinase 0.91 0.90 0.97 1.08 171 2.23 3.01 2.58 NEK7 Kinase 171 1.09 1.05 1.04 1025 [6.69 8.42 5.39 NEK7 Kinase 0.73 0.97 1.04 0.95 0.36 0.47 0.54 0.77
NEKS Kinase 0.76 0.98 1.00 1.08 2.29 212 3.20 3.29 NEKS Kinase 2.89 0.86 122 0.98 1746 [9.41 1296 [9.15 NEK8 Kinase 0.82 1.07 0.88 0.77 0.18 0.74 0.38 0.37
NEK9 Kinase 0.57 1.50 116 111 123 5.06 3.84 361 NEK9 Kinase 0.84 1.02 119 1.02 5.91 1268 [8.95 1421 |NEK9 Kinase 0.95 0.82 0.80 0.79 0.49 0.19 0.38 0.33
NJMU Kinase 0.65 122 110 119 124 3.21 247 2.96 NJMU Kinase 0.88 0.80 1.03 1.83 3.40 8.81 1002 [7.50 NJMU Kinase 0.85 0.94 0.88 0.97 0.54 0.50 0.56 0.72
NLK Kinase 0.47 121 1.02 0.91 123 3.10 2.40 334 NLK Kinase 0.78 2.23 1.36 1.07 1099 [14.36 [7.59 1403 [NLK Kinase 0.75 0.70 0.85 0.93 0.25 0.13 0.73 0.44
NME1 Kinase 0.69 113 1.03 0.92 161 2.32 2.74 2.87 NME1 Kinase 0.95 148 1.03 110 6.57 8.23 9.54 413 NMET Kinase 0.95 0.98 0.93 0.92 0.43 0.69 0.44 0.81
NMEZ Kinase NA 112 147 1.08 2.01 2.77 3.33 450 NMEZ Kinase 163 1.21 1.08 1.36 10.06_ [7.30 6.78 12.87 _|NME2 Kinase 0.76 0.85 0.70 0.75 0.17 0.45 0.38 0.22
NME3 Kinase NA 1.01 1.01 1.06 1.10 2.78 2.13 2,64 NME3 Kinase 1.35 1.20 119 1.70 5.92 1453 [8.40 7.20 NME3 Kinase 0.84 0.81 0.79 1.05 0.22 0.21 0.53 0.66
NME4 Kinase NA 1.04 1.04 1.00 145 2.88 337 2.84 NME4 Kinase 1.08 1.39 1.40 1.03 5.78 1246 [20.27 __[11.00 _|NME4 Kinase 0.99 0.89 0.71 0.96 0.51 0.50 0.34 0.54
NME5 Kinase 0.51 2.07 151 137 1.16 2.86 2.08 2.98 NME5 Kinase 0.86 0.96 131 143 3.86 334 4.40 6.87 NME5 Kinase 0.93 0.95 0.86 0.88 0.71 0.81 0.70 0.63
NMEG Kinase 0.52 116 110 1.08 111 2.86 2.74 3.08 NMEG Kinase 1.03 1.00 150 1.25 817 1068 [7.08 1250 |NME6 Kinase 0.89 0.95 1.05 1.00 0.35 0.34 0.50 0.48
NME7 Kinase 0.68 1.30 1.40 1.08 1.01 2.80 381 3.21 NME7 Kinase 114 110 1.10 173 4.99 7.23 1418|1508 |NME7 Kinase 0.86 0.93 0.80 1.00 0.49 0.51 0.43 0.49
NRBP Kinase 0.54 131 112 1.09 113 3.39 3.26 334 NRBP Kinase 0.91 174 1.03 1.09 7.84 2309 |7.83 1093 [NRBP Kinase 0.87 0.69 0.83 0.79 0.40 0.04 0.53 0.26
NRGN Kinase 1.69 114 1.03 1.08 143 3.24 2.77 3.00 NRGN Kinase 0.92 154 1.28 1.38 6.14 1584 [6.89 8.75 NRGN Kinase 0.93 0.96 0.69 0.79 0.46 0.31 0.42 0.41
NRK Kinase 1.00 1.02 0.96 113 197 2.79 2.71 2.54 NRK Kinase 145 1.00 1.09 157 1340 [8.74 1145 [10.06 |NRK Kinase 0.94 1.01 1.03 0.88 0.37 0.55 0.54 0.48
NTRK1 Kinase 1.29 111 113 1.06 2.01 314 2.87 334 NTRK1 Kinase 167 113 0.99 0.89 8.00 1136 [6.39 455 NTRK1 Kinase 0.70 0.94 0.79 0.88 0.21 0.41 0.43 0.80
NTRK2 Kinase 0.85 125 0.98 118 141 214 3.76 2.88 NTRK2 Kinase 1.07 134 0.82 0.99 5.77 5.92 19.03__ [8.58 NTRK2 Kinase 1.08 0.96 0.77 1.01 0.52 0.68 0.17 0.53
NTRK3 Kinase 0.68 114 1.05 110 137 2.76 2.65 2.73 NTRK3 Kinase 0.85 132 1.02 0.95 6.04 1395 [7.06 7.60 NTRK3 Kinase 0.87 0.88 0.86 0.94 0.49 0.42 0.60 0.58
NUCKS Kinase 0.54 124 0.94 110 123 2.84 3.04 2.81 NUCKS Kinase 0.83 115 1.00 132 6.98 1854 [9.39 2.80 NUCKS Kinase 1.00 0.97 0.96 0.78 0.57 0.28 0.44 0.73
NYD Kinase 0.52 2.52 147 158 146 [4.27 3.62 425 NYD Kinase 0.71 1.02 114 147 6.44 9.00 9.56 1045 |[NYD Kinase 1.00 0.92 1.00 0.95 0.31 0.27 0.19 0.35
NYD Kinase NA 131 0.97 1.08 0.91 211 2.81 1.99 NYD Kinase 147 0.91 253 1.39 6.03 7.31 1735 [4.70 NYD Kinase 1.01 1.02 0.94 1.02 0.33 0.45 0.27 0.79
OXSR1 Kinase 0.54 127 110 110 1.07 3.53 3.64 2.87 OXSR1 Kinase 0.68 0.92 1.69 1.05 7.49 1422 1919 [9.34 OXSR1 Kinase 0.94 0.98 1.01 1.01 0.55 0.42 0.38 0.68
PACSINT Kinase 0.48 134 1.01 116 1.05 2.80 335 2.65 PACSINT Kinase 1.04 1.28 1.38 2.48 6.31 6.72 1837 [23.95  |PACSINT Kinase 0.97 0.93 119 0.95 0.49 0.55 0.42 0.35
PACSINZ Kinase NA 113 1.01 1.03 0.91 1.69 1.98 2.39 PACSINZ Kinase 0.87 0.73 1.08 1.70 5.84 4.86 6.03 9.63 PACSIN2 Kinase 0.94 1.08 111 1.00 0.50 0.65 0.61 0.39
PACSIN3 Kinase 0.89 137 1.07 1.03 1.08 2.72 3.68 2.95 PACSIN3 Kinase 0.73 1.30 1.38 127 5.95 1008 [12.73__ [11.86__ |PACSIN3 Kinase 0.94 0.95 0.91 1.05 0.56 0.43 0.45 0.37
PAKT Kinase NA 113 1.07 112 156 211 323 3.88 PAKT Kinase 134 178 114 2.30 8.67 1025 [12.24 __[10.98 _ |PAK1 Kinase 1.01 0.94 0.65 1.09 0.31 0.39 0.45 0.32
PAK2 Kinase 1.81 112 111 1.08 151 2.56 381 3.30 PAK2 Kinase 0.95 1.21 119 171 3.81 11.03__[8.56 1891 |PAK2 Kinase 0.71 0.99 0.71 0.71 0.49 0.48 0.33 0.39
PAK3 Kinase 123 110 1.05 111 1.60 2.95 358 341 PAK3 Kinase 1.09 173 1.20 147 6.73 1336 [11.14___[9.79 PAK3 Kinase 0.91 1.01 0.84 0.93 0.40 0.48 0.42 0.36
PAKA Kinase 0.81 1.36 1.02 1.07 0.75 2.67 411 2.55 PAKA Kinase 0.88 1.03 1.48 1.70 6.99 6.60 1959 [7.89 PAK4 Kinase 0.78 1.01 0.67 0.88 0.30 0.55 0.24 0.51
PAKGE Kinase 0.70 1.04 118 1.06 111 2.94 1.85 2.73 PAKGE Kinase 1.07 479 1.39 1.35 5.67 7.92 1274 [7.79 PAKG Kinase 1.06 0.94 0.81 1.01 0.38 0.42 0.31 0.40
PAK7 Kinase 0.83 114 1.21 112 119 3.45 351 412 PAK7 Kinase 0.86 0.71 1.07 158 9.23 1124 [8.88 1958 |PAKY Kinase 0.99 0.85 0.88 0.78 0.56 0.18 0.59 0.15
PANKT Kinase 0.65 1.38 122 111 118 3.28 2.33 3.93 PANKT Kinase 0.96 1.04 1.01 147 6.33 1965 [5.20 11.97 _ |PANK1 Kinase 0.94 0.89 0.80 0.94 0.46 0.18 0.59 0.31
PANKZ Kinase 0.52 3.64 115 163 1.62 2.72 4.05 3.10 PANKZ Kinase 1.07 0.96 1.00 147 7.70 437 1213 [9.86 PANK2 Kinase 0.85 0.89 0.87 1.01 0.20 0.83 0.34 0.48
PANK3 Kinase 0.92 1.65 112 114 1.01 3.64 2.77 3.80 PANK3 Kinase 0.88 0.93 1.49 1.01 5.39 1154 [5.05 1558 |PANK3 Kinase 0.99 0.88 1.06 0.90 0.61 0.25 0.80 0.31
PANK4 Kinase 0.42 115 0.98 1.09 127 2.76 3.12 3.37 PANK4A Kinase 0.78 0.91 118 1.60 1023 [11.16__[16.74 _ [11.87 _ |PANK4 Kinase 0.90 0.98 0.92 0.92 0.33 0.40 0.30 0.36
PASK Kinase 1.28 1.06 0.99 1.00 115 2.40 2.23 2.91 PASK Kinase 0.86 110 1.01 1.16 7.62 6.46 8.31 1283 |PASK Kinase 0.96 0.99 1.01 1.07 0.46 0.60 0.65 0.39
PBK Kinase 0.85 114 1.05 119 1.07 2.52 3.28 342 PBK Kinase 0.81 111 1.16 0.85 425 481 7.20 1082 |PBK Kinase 0.67 0.92 0.82 0.74 0.50 0.73 0.65 0.35
PCK1 Kinase 0.99 1.04 115 123 1.26 2.84 4.00 3.26 PCK1 Kinase 1.04 145 115 110 2.94 1027 [1762__ [9.12 PCK1 Kinase 0.75 0.89 0.83 0.90 0.64 0.41 0.21 0.51
PCTK1 Kinase 1.00 1.02 113 1.03 1.38 2.71 3.33 3.32 PCTK1 Kinase 151 145 1.16 147 4.98 1113 [9.77 8.04 PCTKT Kinase 0.88 0.93 0.93 1.05 0.61 0.44 0.49 0.59
PCTK2 Kinase 0.81 1.26 1.05 1.06 132 2.53 2.58 3.26 PCTK2 Kinase 0.78 179 1.02 134 5.94 16.13__ [7.46 9.56 PCTK2 Kinase 0.97 0.99 1.00 0.98 0.49 0.41 0.54 0.62
PCTK3 Kinase NA 1.26 179 118 179 [4.07 317 454 PCTK3 Kinase 162 1.59 0.96 1.06 7.75 1268 [6.61 1465 |[PCTK3 Kinase 0.58 0.80 0.75 1.05 0.10 0.13 0.22 0.31
PDGFRA Kinase NA 1.02 0.95 0.93 1.05 154 2.26 3.05 PDGFRA Kinase 111 1.60 0.83 122 5.98 6.44 1087 [10.29 _|PDGFRA Kinase 1.00 1.02 0.77 1.00 0.55 0.50 0.45 0.41




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
PDGFRB Kinase NA 0.94 1.09 1.03 149 1.87 267 438 PDGFRB Kinase 147 167 111 1.06 6.72 9.27 12.86 _ |18.63 _ |PDGFRB Kinase 0.82 0.99 0.63 0.99 0.34 0.42 0.39 0.22
PDIKTL Kinase NA 0.95 0.94 0.95 1.65 1.94 3.28 2.26 PDIKTL Kinase 2.36 124 125 122 2411 [6.45 1360 1542 |PDIKIL Kinase 0.66 1.06 110 0.97 0.09 0.59 0.34 0.21
PDK1 Kinase 175 1.01 1.07 113 1.38 3.25 325 3.91 PDK1 Kinase 0.84 142 119 0.95 5.46 8.80 8.69 1439 |PDK1 Kinase 0.94 0.98 0.65 0.79 0.62 0.54 0.36 0.32
PDK2 Kinase 148 1.05 1.08 113 1.69 2.50 2.56 3.85 PDK2 Kinase 0.93 1.25 1.05 0.96 8.19 1271|1121 [1293 _|PDK2 Kinase 0.98 0.94 0.85 0.97 0.44 0.45 0.38 0.38
PDK3 Kinase 1.05 1.09 1.07 113 156 2.95 2.11 3.92 PDK3 Kinase 158 144 161 1.87 5.49 16.75__ [4.61 1549 |PDK3 Kinase 0.87 0.99 1.01 0.90 0.49 0.37 0.75 0.26
PDK4 Kinase 0.96 0.95 1.01 111 125 2.66 2.89 2.81 PDK4 Kinase 162 147 113 119 5.44 17.38__[6.44 1159 |PDK4 Kinase 0.96 110 0.98 1.00 0.57 0.34 0.62 0.56
PDLIM5 Kinase 0.71 137 112 1.07 0.91 2.38 2.80 2.94 PDLIM5 Kinase 0.88 1.04 1.07 1.09 6.90 6.30 7.75 1439 |PDLIM5 Kinase 1.01 0.91 0.69 0.84 0.58 0.45 0.61 0.44
PDPK1 Kinase 0.88 1.07 1.04 1.09 1.68 2.53 259 3.84 PDPK1 Kinase 0.91 1.65 121 1.35 6.57 1429 [11.33__ [16.87 _|PDPK1 Kinase 0.91 1.04 0.89 0.95 0.35 0.29 0.57 0.24
PDXK Kinase 0.72 1.35 0.95 1.08 0.96 2.24 2.60 3.21 PDXK Kinase 0.67 0.86 0.98 112 8.44 5.90 811 6.02 PDXK Kinase 0.85 0.87 0.72 0.98 0.33 0.52 0.62 0.70
PFKFB1 Kinase NA 128 154 311 131 2.36 2.70 3.62 PFKFB1 Kinase 115 1.60 2.55 1.21 5.34 485 9.90 6.75 PFKFB1 Kinase 0.91 0.89 0.63 0.84 0.42 0.59 0.19 0.52
PFKFB2 Kinase NA 1.01 1.00 1.09 114 2.61 2.78 2.46 PFKFB2 Kinase 0.95 1.56 0.91 133 7.64 1430 [8.56 1323 |PFKFB2 Kinase 0.88 0.96 0.71 1.02 0.25 0.36 0.38 0.45
PFKFB3 Kinase NA 0.94 1.05 0.98 1.09 2.61 2.96 2.86 PFKFB3 Kinase 1.03 153 1.09 1.35 5.80 851 8.82 1261 |PFKFB3 Kinase 0.97 110 0.67 0.90 0.42 0.59 0.46 0.42
PFKFB4 Kinase 172 119 1.04 119 1.39 2.93 429 311 PFKFB4 Kinase 141 1.02 124 0.55 7.22 7.45 1586 7.8 PFKFB4 Kinase 0.84 0.83 0.73 0.83 0.34 0.46 0.15 0.53
PFKL Kinase 144 121 1.03 112 1.40 2.84 3.49 3.98 PFKL Kinase 119 2.46 129 2.78 5.51 1965 [20.05  [21.15__ |PFKL Kinase 0.93 0.87 0.78 0.95 0.52 0.27 0.18 0.32
PFKM Kinase 1.02 114 116 119 1.65 2.96 322 3.38 PFKM Kinase 116 164 1.16 147 3.93 1478 [11.18__ [8.89 PFKM Kinase 0.85 0.76 0.85 0.96 0.55 0.20 0.34 0.47
PFKP Kinase 0.91 0.99 0.89 116 1.36 2.79 2.56 3.38 PFKP Kinase 0.95 1.37 152 1.28 9.20 2089 [2193  [8.26 PFKP Kinase 0.94 1.02 0.93 1.02 0.27 0.33 0.15 0.70
PFTK1 Kinase 133 125 1.06 1.08 119 2.16 2.21 2.98 PFTK1 Kinase 0.68 1.50 1.34 119 6.39 1059 1166 [13.67 _ |PFTKI1 Kinase 0.93 1.05 0.81 1.00 0.42 0.54 0.55 0.44
PGK1 Kinase NA 1.26 1.25 1.39 1.65 2.31 2.63 3.64 PGK1 Kinase 0.84 132 161 0.92 6.20 5.32 1139 [4.92 PGK1 Kinase 0.95 0.91 0.86 1.00 0.42 0.47 0.32 0.59
PGK2 Kinase NA 1.04 0.98 1.08 0.97 2.56 2.36 244 PGK2 Kinase 0.98 167 111 1.05 5.29 1014 [8.21 851 PGK2 Kinase 115 0.94 0.76 0.99 0.64 0.32 0.33 0.50
PHKAT Kinase NA 1.00 0.89 1.07 1.39 179 3.05 2.62 PHKAT Kinase 0.85 1.16 1.01 142 7.60 4.44 1126 [8.95 PHKAT Kinase 0.90 0.91 0.68 0.99 0.45 0.58 0.38 0.70
PHKA2 Kinase 171 111 1.00 119 1.76 2.80 3.63 3.22 PHKA2 Kinase 1.09 1.00 1.06 1.37 843 1420 [7.03 1050 |PHKAZ Kinase 0.73 0.81 0.87 0.81 0.26 0.20 0.34 0.41
PHKB Kinase 125 112 1.06 114 1.76 2.57 3.26 4.10 PHKB Kinase 159 153 0.92 178 6.05 1130 [11.99  [1520 _|PHKB Kinase 0.91 0.90 0.90 0.83 0.33 0.57 0.46 0.31
PHKG1 Kinase 0.92 0.96 110 1.09 145 2.57 3.48 3.28 PHKG1 Kinase 114 1.26 114 0.85 6.99 1032|1169 |7.88 PHKG1 Kinase 0.97 0.95 0.87 0.99 0.45 0.47 0.30 0.58
PHKG2 Kinase 0.83 0.99 1.03 116 1.36 217 324 3.91 PHKG2 Kinase 1.06 153 2.91 1.16 455 1092 (2546 [1259 _ |PHKG2 Kinase 0.87 0.90 0.60 0.87 0.62 0.48 0.16 0.22
PI4K2B Kinase 0.80 2.80 1.40 124 128 3.87 4.70 3.93 PI4K2B Kinase 0.86 1.00 4.04 152 3.60 1117 [32.74__ [9.38 PI4K2B Kinase 1.05 0.75 0.75 112 0.62 0.19 0.13 0.47
PI4KII Kinase 0.85 119 1.00 1.04 154 311 357 3.04 PI4KII Kinase 112 0.78 1.20 114 1013 [7.49 10.84 _ [9.09 PI4KII Kinase 0.94 0.87 0.87 0.84 0.33 0.41 0.52 0.44
PIK3AP1 Kinase 0.99 0.94 1.08 1.08 1.85 3.48 2.69 3.02 PIK3AP1 Kinase 2.29 1.28 137 1.35 1311 [11.66_ [11.63 _ |5.09 PIK3APT Kinase 0.95 0.80 0.88 0.93 0.37 0.24 0.49 0.51
PIK3C2A Kinase 3.23 1.09 1.09 1.20 1.29 2.51 367 3.46 PIK3C2A Kinase 1.01 1.40 114 2.30 5.46 1699 [18.17 _ [10.01 _ |PIK3C2A Kinase 1.05 1.05 0.83 1.00 0.47 0.34 0.20 0.52
PIK3C2B Kinase NA 1.20 142 1.84 1.78 3.65 343 3.73 PIK3C2B Kinase 125 124 1.01 1.03 8.23 13.00 _[8.47 9.14 PIK3C2B Kinase 0.87 0.98 0.94 1.08 0.20 0.26 0.60 0.52
PIK3C2G Kinase NA 0.95 0.98 0.98 1.08 181 2.73 3.01 PIK3C2G Kinase 1.05 1.20 1.02 148 5.09 9.67 1343 [23.69 _ |PIK3C2G Kinase 1.04 1.01 0.63 0.91 0.53 0.47 0.15 0.36
PIK3C3 Kinase NA 1.05 1.09 111 1.36 2.57 2.81 3.55 PIK3C3 Kinase 1.60 143 1.00 122 5.83 1075 [8.28 9.46 PIK3C3 Kinase 1.01 1.04 0.77 0.98 0.58 0.42 0.54 0.48
PIK3CA Kinase 1.66 1.08 115 112 1.07 2.46 2.77 411 PIK3CA Kinase 0.84 124 119 0.93 4.85 9.66 6.12 8.81 PIK3CA Kinase 0.85 1.02 0.79 0.86 0.45 0.47 0.52 0.49
PIK3CB Kinase 1.10 0.94 112 116 143 2.20 3.86 424 PIK3CB Kinase 0.91 1.31 1.38 142 5.52 13.00 [11.33__ [14.14 __|PIK3CB Kinase 0.92 0.99 0.90 0.96 0.51 0.45 0.48 0.43
PIK3CD Kinase 0.85 1.05 1.05 1.06 142 2.86 3.03 2.92 PIK3CD Kinase 0.93 111 1.62 122 6.28 16.38__ [8.45 6.59 PIK3CD Kinase 0.89 0.89 1.06 1.03 0.47 0.26 0.59 0.59
PIK3CG Kinase 0.73 1.03 0.89 1.08 125 2.90 2.68 2.16 PIK3CG Kinase 0.86 127 121 0.94 7.64 1349 [9.97 2.23 PIK3CG Kinase 1.01 0.98 0.78 0.98 0.38 0.41 0.50 0.75
PIK3R1 Kinase NA 478 142 142 2.53 244 324 4.45 PIK3R1 Kinase 0.92 1.88 123 1.30 3.57 1406 [5.79 1462 |PIK3R1 Kinase 0.90 0.76 0.81 0.91 0.42 0.15 0.48 0.23
PIK3R2 Kinase NA 1.00 0.91 114 115 2.23 2.13 3.08 PIK3R2 Kinase 0.81 1.90 117 134 488 852 9.44 1143 |PIK3R2 Kinase 0.95 1.09 0.71 1.01 0.55 0.46 0.46 0.47
PIK3R3 Kinase NA 151 1.06 1.04 0.87 2.63 2.33 3.04 PIK3R3 Kinase 1.01 0.72 124 110 3.45 7.89 5.88 7.99 PIK3R3 Kinase 1.07 0.95 114 0.89 0.68 0.40 0.75 0.53
PIK3R4 Kinase 0.83 159 1.01 1.07 0.83 317 2.78 3.70 PIK3R4 Kinase 151 0.88 1.36 124 6.76 9.02 1340 1532 |PIK3R4 Kinase 0.95 0.91 1.06 0.89 0.49 0.44 0.54 0.30
PIK3R5 Kinase 0.59 124 113 1.09 1.26 2.45 2.88 312 PIK3R5 Kinase 0.87 113 1.05 144 7.01 9.95 9.45 1644 |PIK3R5 Kinase 0.85 0.93 0.99 0.78 0.29 0.19 0.53 0.29
PIK4CA Kinase NA 116 0.88 111 197 1.90 2.98 2.84 PIK4CA Kinase 121 1.80 127 114 7.94 9.37 1520 [13.76 _ |PIK4CA Kinase 0.94 0.82 0.65 0.96 0.25 0.46 0.28 0.47
PIK4CB Kinase 148 114 1.08 110 1.07 3.09 1.87 3.74 PIK4CB Kinase 0.96 144 1.09 1.03 4.01 8.83 6.90 7.38 PIK4CB Kinase 0.92 0.78 0.72 0.71 0.69 0.48 0.49 0.37
PIM1 Kinase 0.95 1.20 1.16 118 1.28 2.25 2.91 3.64 PIM1 Kinase 0.84 1.60 0.97 1.00 5.56 857 8.02 9.45 PIMT Kinase 0.70 0.92 0.89 118 0.25 0.52 0.53 0.48
PIM2 Kinase 0.53 124 110 110 155 2.45 3.05 313 PIM2 Kinase 0.79 0.99 141 1.06 1221 [1055 [12.78 _ [16.35 _|PIM2 Kinase 0.71 0.94 0.98 0.97 0.09 0.39 0.45 0.32
PINKT Kinase NA 1.85 1.03 1.03 0.93 2.72 3.03 2.51 PINKT Kinase 140 118 171 154 6.97 6.37 1017 [10.83_ |PINK1 Kinase 0.94 0.96 1.04 1.04 0.30 0.54 0.34 0.53
PIP5K1A Kinase NA 140 0.91 1.03 0.73 178 2.05 3.59 PIP5K1A Kinase 1.06 0.87 1.35 1.56 6.26 3.96 7.06 17.95 _ |PIP5KIA Kinase 0.85 1.00 114 0.81 0.27 0.61 0.59 0.14
PIP5K1B Kinase NA 116 0.99 124 0.82 1.87 322 3.53 PIP5K1B Kinase 0.97 0.83 1.26 173 5.47 5.95 9.78 1541 |PIP5K1B Kinase 1.08 0.99 113 0.89 0.43 0.58 0.32 0.38
PIP5K1C Kinase 0.62 1.02 1.00 119 143 2.71 3.85 450 PIP5K1C Kinase 0.75 0.96 0.98 1.90 1273 [8.85 10.83__ [16.04 _|PIP5KIC Kinase 0.85 0.99 0.89 0.82 0.17 0.52 0.27 0.26
PIP5K2A Kinase 112 1.09 1.00 113 1.40 311 433 312 PIP5K2A Kinase 115 0.92 111 1.02 6.56 1856 [17.35 _ [7.75 PIP5K2A Kinase 0.89 1.09 0.97 0.92 0.53 0.44 0.33 0.58
PIP5K2B Kinase 0.89 1.20 1.04 1.00 1.28 3.09 313 3.56 PIP5K2B Kinase 0.97 0.80 1.04 118 6.89 7.79 12.88 _ [16.35 _|PIP5K2B Kinase 0.92 0.96 0.68 1.02 0.33 0.50 0.46 0.25
PIP5K2C Kinase 0.67 121 118 110 134 3.83 3.82 322 PIP5K2C Kinase 0.82 1.04 1.16 1.39 7.79 1085 [8.02 6.53 PIP5K2C Kinase 0.87 0.95 1.01 0.82 0.40 0.31 0.59 0.52
PIP5K3 Kinase NA 0.99 0.95 1.01 1.87 3.01 3.30 2.69 PIP5K3 Kinase 153 122 112 144 8.37 9.51 911 5.69 PIP5K3 Kinase 1.02 0.96 0.86 1.04 0.58 0.42 0.51 0.66
PKIA Kinase NA 1.03 1.08 1.05 134 2.48 3.08 2.63 PKIA Kinase 128 132 314 0.98 3.58 7.94 11.02__ [8.49 PKIA Kinase 1.01 0.97 0.79 0.91 0.75 0.43 0.16 0.30
PKIB Kinase NA 1.04 0.93 112 0.83 2.24 2.04 2.62 PKIB Kinase 115 2.05 0.90 124 2.82 2010 [8.42 6.79 PKIB Kinase 1.05 0.87 0.80 1.01 0.77 0.21 0.54 0.49
PKIG Kinase NA 121 1.04 0.95 0.86 2.15 2.25 2.86 PKIG Kinase 1.03 0.89 115 1.21 5.62 7.73 5.52 1328 |PKIG Kinase 1.07 1.09 0.98 0.85 0.56 0.37 0.59 0.16
PKLR Kinase 0.93 115 115 132 148 2.36 343 3.53 PKLR Kinase 1.07 141 1.81 1.09 462 1031 1922 [11.84 |PKIR Kinase 0.90 0.84 0.70 0.75 0.39 0.35 0.22 0.21
PKM2 Kinase 0.83 1.02 1.00 114 142 2.50 2.78 2,64 PKM2 Kinase 1.36 147 151 124 6.31 1278 [8.56 384 PKM2 Kinase 0.75 0.77 0.72 0.96 0.47 0.30 0.34 0.70
PKMYT1 Kinase 0.53 1.09 1.06 1.07 1.28 247 3.12 312 PKMYT1 Kinase 0.75 1.35 111 1.40 1004 [5.68 10.16__ [10.85  |PKMYT1 Kinase 0.84 0.89 1.02 1.00 0.22 0.44 0.47 0.45
PKN1 Kinase 0.98 1.03 1.05 1.00 144 2,64 2.86 3.21 PKN1 Kinase 0.95 1.20 0.92 2.50 715 1256 [14.59  [16.63__ |PKN1 Kinase 0.96 0.78 0.78 0.95 0.40 0.22 0.38 0.42
PKNZ Kinase 0.73 115 0.85 1.05 148 2.34 334 311 PKNZ Kinase 0.75 1.39 121 1.26 6.39 9.02 1091 [1425 |PKN2 Kinase 1.05 1.05 0.83 1.01 0.58 0.48 0.40 0.38
PKN3 Kinase 0.67 113 1.21 118 121 3.51 3.04 3.64 PKN3 Kinase 0.89 1.16 1.34 1.25 6.36 1188 [6.52 1129 |PKN3 Kinase 0.78 0.98 0.96 0.91 0.40 0.35 0.63 0.43
PLAU Kinase 0.72 118 1.03 1.06 1.09 2.22 3.01 2.53 PLAU Kinase 147 145 114 1.69 2.83 9.62 1223|1259 |PLAU Kinase 0.84 0.95 0.72 0.88 0.62 0.47 0.26 0.45
PLKT Kinase NA 3.98 2.05 140 153 2.46 3.69 2.02 PLKT Kinase 127 242 1.88 0.89 5.42 11.90 _ [1057 _ [4.10 PLK1 Kinase 0.57 0.54 0.60 0.88 0.10 0.11 0.07 0.55
PLK2 Kinase 0.59 179 146 110 124 [4.05 3.14 2.97 PLK2 Kinase 1.04 1.16 173 1.37 7.93 6.97 16.03__ [8.39 PLK2 Kinase 0.95 0.92 0.85 0.99 0.49 0.44 0.22 0.51
PLK3 Kinase 0.84 0.92 0.99 118 177 2.39 2.70 3.62 PLK3 Kinase 0.70 171 111 1.25 1170 [15.96  [10.84  [16.33 _ |PLK3 Kinase 0.77 0.82 0.98 0.83 0.08 0.34 0.52 0.24
PLK4 Kinase 0.51 110 118 1.01 118 3.01 3.09 3.48 PLK4 Kinase 147 1.04 2.23 1.21 9.65 1356 [8.79 1870 |PLK4 Kinase 0.87 0.78 0.90 0.82 0.17 0.26 0.48 0.23
PMVK Kinase 0.47 113 0.90 1.07 102 [4.06 3.40 3.28 PMVK Kinase 1.06 0.90 118 2.56 2.92 2312 [9.96 2523 |PMVK Kinase 0.93 0.86 0.87 0.85 0.80 0.38 0.36 0.23
PNCK Kinase 0.88 1.07 0.97 1.05 1.96 2.36 2.45 2.51 PNCK Kinase 155 113 1.30 0.85 1495 [9.74 8.87 461 PNCK Kinase 1.02 0.97 0.93 0.83 0.41 0.43 0.48 0.53
PRKAAT Kinase NA 125 1.01 1.02 113 2.22 1.80 2.94 PRKAAT Kinase 118 1.82 111 0.85 5.58 9.78 6.85 7.23 PRKAAT Kinase 0.95 0.88 1.04 1.02 0.51 0.38 0.64 0.55
PRKAAZ Kinase NA 0.97 0.96 1.00 125 2.04 2.41 3.07 PRKAAZ Kinase 116 127 0.96 1.21 5.02 7.90 6.99 1090 |PRKAAZ Kinase 0.94 1.07 0.84 0.99 0.51 0.62 0.56 0.46
PRKAB1 Kinase 1.08 0.92 1.01 1.02 127 2.21 2.73 3.28 PRKAB1 Kinase 131 1.31 1.62 127 3.77 8.16 8.53 7.60 PRKABT Kinase 0.93 0.98 0.77 0.88 0.39 0.58 0.49 0.54
PRKABZ Kinase 114 112 1.05 113 147 2.39 267 4.08 PRKABZ Kinase 1.20 157 0.97 115 5.86 1298 [11.35__ [9.72 PRKABZ Kinase 1.07 0.98 0.83 0.93 0.44 0.58 0.32 0.51
PRKACA Kinase 0.74 113 1.08 1.05 1.36 2.73 2.46 3.90 PRKACA Kinase 0.76 145 119 161 437 9.14 4.95 12.85 _ |PRKACA Kinase 0.86 0.89 0.84 0.94 0.67 0.38 0.60 0.40




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
PRKACB Kinase 0.70 1.07 1.06 0.97 154 2.68 2.28 2.83 PRKACB Kinase 0.90 2.97 0.95 0.91 3.82 16.66 [9.93 8.98 PRKACB Kinase 0.82 0.71 0.86 1.00 0.54 0.32 0.37 0.44
PRKACG Kinase 0.70 1.02 1.02 0.96 122 213 247 2.79 PRKACG Kinase 121 1.36 1.01 113 6.10 777 5.65 9.42 PRKACG Kinase 0.86 1.03 0.91 1.00 0.26 0.79 0.69 0.44
PRKAGT Kinase NA 0.94 1.01 0.90 117 153 253 3.48 PRKAGT Kinase 0.82 110 114 141 7.20 8.44 8.51 1150 |PRKAG1 Kinase 0.88 0.79 0.71 0.80 0.32 0.51 0.47 0.16
PRKAGZ Kinase 0.70 128 1.06 110 1.29 3.00 3.07 314 PRKAG2 Kinase 2.60 1.28 142 123 7.20 9.13 1304 [1460 |PRKAG2 Kinase 0.97 0.88 0.79 1.06 0.43 0.39 0.36 0.34
PRKAG3 Kinase 0.63 127 1.03 1.05 1.76 3.59 3.08 3.30 PRKAG3 Kinase 0.90 0.85 1.04 1.07 1701 [1420  [1193  [6.24 PRKAG3 Kinase 0.85 0.90 1.02 0.93 0.19 0.26 0.47 0.61
PRKARTA Kinase 159 1.02 122 1.09 1.16 2.85 319 3.00 PRKARTA Kinase 1.08 1.28 1.01 0.93 5.45 1236 [8.93 9.69 PRKARTA Kinase 0.95 0.88 0.61 0.79 0.64 0.43 0.44 0.53
PRKARTB Kinase 119 115 0.98 1.09 1.83 2.62 3.05 3.39 PRKARTB Kinase 112 1.16 0.76 123 6.25 1628|1158 [5.72 PRKARTB Kinase 0.93 0.96 0.86 0.97 0.41 0.46 0.47 0.52
PRKAR2A Kinase 0.78 119 1.00 1.08 1.90 2.66 2.92 3.51 PRKAR2A Kinase 0.84 113 153 1.02 1046 [11.54 _[11.71___[10.06 _ |PRKAR2A Kinase 0.73 1.01 0.91 0.97 0.10 0.53 0.43 0.54
PRKAR2B Kinase 0.73 147 0.92 110 144 2.00 2.65 2.89 PRKAR2B Kinase 0.87 1.20 131 1.09 443 7.22 8.62 1455 |PRKAR2B Kinase 0.90 0.88 0.89 0.95 0.48 0.50 0.38 0.29
PRKCA Kinase 0.63 112 0.96 1.00 125 2.49 2.98 242 PRKCA Kinase 0.97 1.29 1.20 0.91 5.09 1257 _[1341__ [9.74 PRKCA Kinase 0.98 0.96 0.78 0.91 0.56 0.57 0.16 0.45
PRKCABP Kinase 0.66 1.07 1.01 1.02 122 2.49 2.71 2.94 PRKCABP Kinase 1.02 0.83 1.26 133 9.44 5.34 8.04 8.72 PRKCABP Kinase 0.75 0.96 0.91 1.02 0.23 0.59 0.55 0.53
PRKCB1 Kinase NA 1.69 147 0.91 154 2.79 2.82 3.40 PRKCB1 Kinase 123 167 0.85 152 5.78 1570 [9.33 10.64 _ |PRKCBIT Kinase 0.98 1.04 0.86 1.02 0.57 0.28 0.40 0.40
PRKCBP1 Kinase 117 0.97 1.04 1.04 0.90 2.53 2.74 2.31 PRKCBP1 Kinase 0.99 0.75 1.20 111 6.67 6.40 1056 [7.64 PRKCBP1 Kinase 0.97 1.01 1.05 0.94 0.63 0.61 0.49 0.51
PRKCD Kinase NA 1.03 0.96 112 1.16 175 2.07 3.05 PRKCD Kinase 0.86 1.60 1.36 1.09 6.98 1012 [8.17 2072 |PRKCD Kinase 1.08 1.02 0.67 1.06 0.39 0.45 0.38 0.41
PRKCDBP __[Kinase 0.51 115 147 114 1.05 2.55 3.30 2.18 PRKCDBP Kinase 1.00 1.04 1.30 123 8.10 9.26 1407 [7.36 PRKCDBP Kinase 0.90 0.84 0.88 0.95 0.38 0.44 0.49 0.59
PRKCE Kinase NA 0.91 0.94 0.90 122 2.38 2.34 314 PRKCE Kinase 123 178 1.00 1.00 741 1342 [1061__ |7.88 PRKCE Kinase 0.87 0.72 0.63 1.07 0.43 0.42 0.48 0.58
PRKCG Kinase 161 1.09 0.99 110 146 3.45 2.13 2.92 PRKCG Kinase 128 2.66 0.95 1.21 513 2007 [5.40 9.24 PRKCG Kinase 0.93 0.88 0.69 0.82 0.50 0.24 0.61 0.44
PRKCH Kinase 125 116 0.99 1.06 2.05 3.29 2.05 3.78 PRKCH Kinase 116 113 119 0.97 7.88 1256 [5.14 7.00 PRKCH Kinase 0.82 0.93 0.85 0.99 0.25 0.39 0.69 0.53
PRKCI Kinase 0.82 111 1.28 125 1.78 2.87 343 4.08 PRKCI Kinase 0.83 161 143 122 6.34 1156 [15.77 __[10.83__|PRKCI Kinase 0.82 0.87 0.60 0.96 0.27 0.37 0.19 0.33
PRKCQ Kinase NA 128 1.00 0.94 1.03 211 2.71 2.59 PRKCQ Kinase 0.84 1.80 1.20 133 5.85 1417 1086 |6.50 PRKCQ Kinase 0.90 0.94 0.74 0.93 0.44 0.52 0.29 0.55
PRKCZ Kinase NA 0.98 1.04 0.94 127 2.48 237 213 PRKCZ Kinase 0.75 1.16 1.03 127 3.80 9.59 1256 [6.31 PRKCZ Kinase 0.90 111 0.66 0.88 0.63 0.66 0.45 0.49
PRKD1 Kinase NA 147 123 0.99 1.78 2.71 3.09 3.23 PRKD1 Kinase 0.84 144 1.26 1.06 6.75 1051 [6.34 6.07 PRKD1 Kinase 0.93 0.98 0.73 1.04 0.37 0.41 0.44 0.54
PRKD2 Kinase 0.68 1.00 1.69 131 0.85 319 3.41 422 PRKD2 Kinase 0.91 1.20 129 3.98 5.33 7.71 1819 [24.00 _|PRKD2 Kinase 0.76 0.93 0.69 0.72 0.38 0.45 0.14 0.09
PRKD3 Kinase 0.63 147 112 114 1.09 2.58 387 3.66 PRKD3 Kinase 0.77 1.04 1.20 155 467 6.43 1566 [10.00 _|PRKD3 Kinase 0.96 0.86 0.79 0.87 0.45 0.43 0.27 0.51
PRKDC Kinase 175 110 115 115 1.36 2.05 3.10 3.20 PRKDC Kinase 0.77 115 1.01 0.84 3.85 472 11.04 __[10.15__|PRKDC Kinase 0.90 0.87 0.60 0.91 0.55 0.54 0.33 0.44
PRKG1 Kinase 127 122 1.09 1.09 127 2.39 3.76 3.78 PRKG1 Kinase 111 124 153 0.95 3.98 1162 [10.14___[10.23__|PRKGI Kinase 1.01 1.03 0.76 0.94 0.67 0.47 0.23 0.40
PRKG2 Kinase 0.90 133 147 1.01 156 2.72 2.72 2.90 PRKG2 Kinase 137 154 0.94 112 7.86 9.54 8.30 9.24 PRKG2 Kinase 0.88 0.95 0.91 0.75 0.41 0.51 0.44 0.33
PRKRA Kinase 0.55 1.30 0.99 1.04 1.00 211 2.78 311 PRKRA Kinase 0.88 122 1.08 122 9.57 712 11.09 __[10.83_ |PRKRA Kinase 0.99 1.06 0.95 0.95 0.38 0.51 0.60 0.41
PRKRIR Kinase 0.84 1.07 111 113 149 2.87 3.10 3.10 PRKRIR Kinase 119 1.35 1.48 0.96 6.43 1769 1262 [11.21 _|[PRKRIR Kinase 0.90 1.02 0.91 0.96 0.28 0.53 0.35 0.34
PRKX Kinase NA 113 1.20 164 145 2.76 2.46 423 PRKX Kinase 1.26 111 1.35 1.29 450 7.58 1186 [15.83  |PRKX Kinase 0.91 1.02 0.64 1.01 0.59 0.59 0.16 0.30
PRKY Kinase NA 1.08 1.04 1.07 1.04 2.31 2.94 3.04 PRKY Kinase 0.83 1.21 1.16 1.05 5.51 1233 [1540  |7.53 PRKY Kinase 0.97 1.04 0.65 1.06 0.40 0.45 0.15 0.62
PRPF4B Kinase 0.55 113 1.09 116 0.97 2.83 322 3.68 PRPF4B Kinase 0.63 0.91 0.96 2.21 2.61 1166 [7.04 2135 |PRPF4B Kinase 0.87 0.85 0.86 0.87 0.72 0.38 0.53 0.25
PRPSTLI Kinase 0.94 0.96 1.00 1.07 155 2.38 2.70 3.18 PRPSTLI Kinase 3.06 143 113 142 1179 [10.75_[7.21 1121 |[PRPSTLT Kinase 0.97 1.01 0.91 0.93 0.53 0.49 0.56 0.22
PRSS7 Kinase NA 112 0.97 0.86 1.20 2.82 2.22 242 PRSS7 Kinase 0.96 2.26 137 0.97 5.69 1501 [9.92 8.56 PRSS7 Kinase 0.92 1.08 0.70 0.91 0.68 0.40 0.45 0.51
PSKH1 Kinase 173 1.08 1.07 113 124 3.79 2.70 3.20 PSKH1 Kinase 1.08 167 117 1.00 5.76 1517 [7.95 6.61 PSKH1 Kinase 0.90 0.75 0.69 0.87 0.32 0.21 0.34 0.50
PSKH2 Kinase 0.45 134 1.09 115 0.84 3.08 3.63 3.08 PSKH2 Kinase 0.90 1.03 159 1.06 2.82 8.00 2326 |6.36 PSKH2 Kinase 1.01 0.92 0.94 1.02 0.68 0.55 0.21 0.58
PTK2 Kinase 1.36 1.09 1.02 111 1.68 241 2.93 3.58 PTK2 Kinase 0.90 149 0.96 1.05 457 1589 [4.22 857 PTK2 Kinase 0.82 0.94 0.86 0.92 0.44 0.45 0.67 0.48
PTK2B Kinase NA 137 1.03 1.20 1.89 2.21 2.73 2.99 PTK2B Kinase 121 1.38 1.26 1.16 8.38 8.89 5.57 1170 |PTK2B Kinase 0.98 1.02 0.72 0.81 0.34 0.58 0.54 0.39
PTK6 Kinase 0.96 124 1.05 113 141 3.44 2.58 3.30 PTK6 Kinase 0.91 145 1.02 0.98 9.10 11.90 _[4.10 7.41 PTK6 Kinase 0.57 0.72 0.71 0.99 0.23 0.11 0.50 0.46
PTK7 Kinase 0.72 1.01 1.05 1.01 156 173 2.76 2.34 PTK7 Kinase 0.98 123 122 1.16 484 1157 [7.39 418 PTK7 Kinase 0.92 1.05 0.90 0.98 0.40 0.48 0.55 0.60
PTK9 Kinase 0.91 1.03 0.99 147 115 2.45 2.58 2.89 PTK9 Kinase 113 1.37 1.09 1.21 4.99 9.28 1226 [8.60 PTK9 Kinase 0.93 0.93 0.96 1.09 0.68 0.55 0.54 0.54
PTKIL Kinase 0.58 128 1.06 110 1.07 331 3.48 2.79 PTKIL Kinase 0.81 141 1.05 1.37 4.09 1150 [8.76 1217 |PTKOL Kinase 0.99 0.78 0.80 0.82 0.56 0.18 0.25 0.30
PXK Kinase NA 1.30 0.99 0.98 0.91 2.67 2.09 2.50 PXK Kinase 0.87 0.85 114 1.00 3.16 451 6.77 5.01 PXK Kinase 0.96 1.04 112 1.00 0.62 0.72 0.76 0.70
RAF1 Kinase NA 1.02 1.06 114 0.97 1.66 2.92 3.06 RAF1 Kinase 0.71 122 152 122 4.01 8.00 9.61 1025 |RAFT Kinase 0.96 0.99 0.70 0.98 0.67 0.53 0.52 0.49
RAGE Kinase NA 1.06 1.08 1.04 1.07 2.01 2.81 2.45 RAGE Kinase 0.74 161 1.84 0.93 7.16 8.83 1309 [6.36 RAGE Kinase 1.01 1.02 0.71 1.03 0.54 0.46 0.38 0.62
RBKS Kinase 0.73 1.26 1.06 1.06 131 2.56 2.82 3.26 RBKS Kinase 0.83 0.92 114 1.39 9.08 5.48 9.76 1045 |RBKS Kinase 0.92 1.06 0.87 0.87 0.65 0.63 0.65 0.38
RET Kinase 173 1.07 119 114 177 2.37 2.99 3.48 RET Kinase 1.69 0.91 0.91 1.26 6.94 1040 [4.47 1322 |RET Kinase 0.92 0.99 0.83 0.73 0.33 0.47 0.66 0.41
RFK Kinase NA 1.03 111 1.04 0.89 2.37 219 2.18 RFK Kinase 134 0.87 1.91 0.88 464 6.06 1033 [5.84 RFK Kinase 1.04 0.93 1.06 1.08 0.64 0.50 0.64 0.70
RIOK1 Kinase 0.68 149 1.05 1.08 119 [447 3.06 3.37 RIOK1 Kinase 0.76 0.96 1.10 133 6.38 10.80 [10.92 _ [6.63 RIOK1 Kinase 0.97 0.74 0.95 0.81 0.53 0.16 0.52 0.47
RIOK2 Kinase 0.98 1.20 1.00 1.05 082 [4.07 2.98 3.29 RIOK2 Kinase 0.70 0.96 0.91 133 3.00 16.88 [10.14__ |5.96 RIOK2 Kinase 0.86 0.73 0.78 0.95 0.75 0.13 0.51 0.48
RIOK3 Kinase 0.54 119 112 1.05 113 324 3.75 3.02 RIOK3 Kinase 0.81 1.16 1.39 154 7.34 1656 1544 [1240 _|RIOK3 Kinase 0.93 0.75 0.81 1.01 0.32 0.17 0.27 0.45
RIPKT Kinase 0.63 1.30 0.95 1.06 113 2.93 2.64 2.39 RIPKT Kinase 0.78 111 114 1.26 7.99 1500 [1241 _ [6.84 RIPK1 Kinase 1.03 0.83 0.81 0.72 0.41 0.22 0.40 0.28
RIPK2 Kinase 0.52 1.26 1.04 110 1.20 2.49 2.81 3.77 RIPK2 Kinase 0.80 0.86 141 151 6.94 6.86 7.67 1652 |RIPK2 Kinase 0.90 0.92 1.06 0.97 0.52 0.27 0.75 0.24
RIPK3 Kinase 0.49 123 0.95 1.03 125 2.60 2.65 324 RIPK3 Kinase 110 0.86 1.08 132 5.64 1038 [5.88 1005 |RIPK3 Kinase 0.78 0.92 0.90 0.90 0.40 0.43 0.57 0.39
RIPK4 Kinase 0.46 122 114 1.06 1.05 2.95 2.63 3.87 RIPK4 Kinase 0.68 0.88 1.01 1.36 473 847 [6.75 9.60 RIPK4 Kinase 0.87 0.99 0.91 1.04 0.62 0.49 0.72 0.37
RIPKS Kinase 0.55 144 0.93 118 127 319 2.92 3.54 RIPKS Kinase 0.85 1.26 142 1.25 5.94 1016 [2422 __[10.73__|RIPK5 Kinase 0.94 0.87 0.86 0.94 0.50 0.45 0.15 0.50
ROCK1 Kinase 0.96 113 1.09 113 1.82 2.49 343 3.29 ROCK1 Kinase 123 1.01 123 111 7.65 8.97 8.84 777 ROCKI1 Kinase 0.81 0.93 0.95 0.82 0.32 0.43 0.45 0.44
ROCK2 Kinase 0.85 0.92 1.04 1.20 1.35 2.94 2.13 3.50 ROCK2 Kinase 0.89 2.28 125 1.31 7.70 9.32 1014 [8.61 ROCK2 Kinase 0.89 0.85 0.70 0.92 0.43 0.43 0.36 0.51
RORT1 Kinase 0.68 1.38 0.92 118 1.65 3.38 2.21 2.95 RORT1 Kinase 157 145 1.01 1.07 8.34 1266 [10.66 _ [8.94 RORT Kinase 0.95 1.03 142 1.07 0.29 0.35 0.50 0.59
RORZ Kinase NA 172 1.31 0.98 171 3.79 473 3.30 RORZ Kinase 133 1.39 143 1.21 414 8.81 1257 [9.08 ROR2 Kinase 0.83 0.77 0.69 1.00 0.32 0.47 0.21 0.57
ROST Kinase 0.91 1.05 111 1.07 141 2.33 3.30 2.88 ROST Kinase 0.81 132 1.35 111 6.16 1171 [10.73___[3.14 ROST Kinase 0.94 0.98 1.00 0.97 0.47 0.41 0.47 0.79
RPS6KAT Kinase 0.81 119 115 1.08 1.40 2.62 335 313 RPSGKAT Kinase 1.05 2.45 114 2.06 5.51 1292 [1542 _ |7.73 RPSBKAT Kinase 0.82 0.95 0.79 1.03 0.53 0.47 0.28 0.67
RPS6KAZ Kinase NA 113 1.94 1.36 1.40 2.73 5.84 312 RPS6KAZ Kinase 123 2.06 147 1.09 5.10 9.46 2301 [11.31 _ |RPS6KAZ Kinase 1.02 0.98 0.62 0.79 0.87 0.37 0.05 0.30
RPS6KA3 Kinase NA 110 0.99 1.01 112 2.21 2.23 2.52 RPS6KA3 Kinase 1.07 146 1.05 127 6.81 8.88 6.02 7.28 RPSB6KA3 Kinase 0.88 1.01 0.73 1.00 0.32 0.54 0.42 0.58
RPS6KA4 Kinase 0.51 1.86 1.05 157 131 4.46 463 322 RPS6KA4 Kinase 1.08 0.83 137 1.29 8.39 8.20 1419 [16.12__ |RPS6KA4 Kinase 1.00 1.01 1.01 1.01 0.38 0.40 0.24 0.40
RPS6KAS Kinase 0.65 1.08 1.00 114 118 2.26 2.15 311 RPS6KAS Kinase 0.81 115 1.84 153 8.76 6.29 8.70 1375 |RPSBKAS Kinase 0.76 0.91 1.04 0.90 0.34 0.41 0.70 0.36
RPS6KAG Kinase 0.66 121 1.36 1.09 147 3.32 3.76 3.70 RPSGKAG Kinase 127 0.81 1.88 1.36 1200 [8.36 2173 [16.32__ |RPS6KAG Kinase 0.73 0.96 0.77 0.62 0.16 0.52 0.34 0.14
RPS6KB1 Kinase NA 1.00 1.01 1.08 119 2.81 2.86 2.81 RPS6KB1 Kinase 110 1.50 145 114 7.93 1031 [1429 _ [6.07 RPS6KBT Kinase 0.98 1.02 0.74 0.99 0.38 0.37 0.38 0.66
RPS6KB2 Kinase 153 119 1.07 114 1.26 2.57 2.05 2.99 RPS6KB2 Kinase 121 1.20 1.16 0.89 422 7.70 452 467 RPS6KB2 Kinase 0.69 0.71 0.83 0.85 0.56 0.41 0.59 0.69
RPSGKC1 Kinase 0.55 1.26 115 1.06 1.38 2.24 2.49 3.00 RPSGKC1 Kinase 0.73 1.25 1.26 115 7.77 8.80 8.86 8.03 RPSBKC1 Kinase 0.92 0.91 0.81 0.94 0.42 0.62 0.47 0.66
RPSGKLI Kinase 0.69 122 0.99 1.07 143 2,64 2.70 2.61 RPSGKL1 Kinase 161 122 1.34 1.35 1169 [8.12 8.94 7.01 RPSBKL1 Kinase 0.96 0.92 0.98 0.89 0.23 0.58 0.49 0.55
RYK Kinase 122 1.04 1.31 111 132 3.32 4.02 3.75 RYK Kinase 1.08 157 142 0.92 6.01 2731|1792 [6.85 RYK Kinase 0.92 0.82 0.77 0.93 0.56 0.39 0.12 0.74
SBK1 Kinase 0.80 1.06 1.04 0.93 1.96 2.25 337 2.35 SBK1 Kinase 125 153 1.01 0.96 1073 [8.76 8.08 737 SBK1 Kinase 0.97 114 0.92 0.84 0.29 0.67 0.67 0.36




Garimella et al Table S1

C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
SGK Kinase 0.68 113 0.98 118 129 2.83 2.72 3.21 SGK Kinase 1.30 1.99 112 143 77 905  [4.22 9.70 SGK Kinase 0.91 0.92 0.83 1.06 0.43 0.50 0.66 0.51
SGK2 Kinase NA 137 1.03 1.09 124 2.71 2.82 3.06 SGK2 Kinase 0.72 0.79 132 217 9.54 10.80 _[3.71 1569 |SGK2 Kinase 0.99 1.00 1.08 0.88 0.17 0.39 0.82 0.46
SGKL Kinase 0.77 0.90 112 1.06 1.29 3.75 351 311 SGKL Kinase 0.83 0.86 112 1.01 7.64 9.35 1353 [5.02 SGKL Kinase 0.99 1.01 0.84 0.77 0.65 0.38 0.38 0.56
SH3KBP1 Kinase 0.67 2.78 124 147 1.40 3.60 2.56 3.51 SH3KBP1 Kinase 0.92 0.90 0.97 113 6.59 8.01 7.74 9.38 SH3KBP1 Kinase 1.00 114 0.93 0.90 0.44 0.37 0.76 0.40
Sharpin Kinase 0.88 2.50 1.39 116 1.08 3.02 3.80 3.77 Sharpin Kinase 0.87 0.83 153 154 4.10 6.40 8.18 10.32__ [Sharpin Kinase 0.87 0.81 0.83 1.08 0.50 0.15 0.46 0.37
SKIP Kinase 0.66 149 127 114 1.03 2.06 2.98 3.04 SKIP Kinase 0.73 0.87 127 134 6.62 8.61 6.65 8.08 SKIP Kinase 0.81 0.96 0.69 1.00 0.36 0.49 0.72 0.72
SKP1A Kinase NA 137 148 1.30 1.70 2.34 3.03 334 SKP1A Kinase 0.89 1.35 115 1.30 7.26 777 7.74 8.03 SKPT1A Kinase 0.94 1.03 0.92 0.97 0.51 0.54 0.48 0.58
SKP2 Kinase NA 0.94 0.96 147 0.97 2.21 2.21 3.03 SKP2 Kinase 0.95 1.16 1.06 123 5.64 9.76 5.39 8.15 SKP2 Kinase 0.99 0.96 0.78 0.99 0.46 0.52 0.58 0.50
SLK Kinase 0.55 122 147 124 0.89 2.88 2.14 3.38 Kinase 1.36 1.06 1.26 113 462 9.83 8.40 1553 |SLK Kinase 0.96 0.76 0.85 0.89 0.48 0.16 0.61 0.35
SMG1 Kinase 0.82 113 1.20 1.00 167 2.78 3.99 428 SMG1 Kinase 1.08 0.66 0.97 1.07 8.88 5.00 1219 [12.31__ |SMG1 Kinase 0.93 1.01 0.79 0.85 0.20 0.49 0.30 0.34
SNARK Kinase 0.52 159 1.07 1.08 1.02 2.81 3.09 2.96 SNARK Kinase 1.01 0.97 2.31 151 1048 [10.10__[6.61 8.91 SNARK Kinase 1.00 0.91 0.99 0.91 0.56 0.47 0.44 0.67
SNFILK Kinase NA 1.03 0.92 0.79 172 2.30 2.34 3.03 SNFILK Kinase 157 114 1.30 0.88 .06 [7.21 7.21 767 SNFTLK Kinase 0.96 0.96 0.81 0.93 0.54 0.53 0.59 0.52
SNF1LK2 Kinase 0.86 147 1.00 119 1.38 3.55 353 242 SNF1LK2 Kinase 0.90 1.00 1.88 1.08 7.20 9.92 173|462 SNF1LK2 Kinase 1.03 1.00 0.81 0.83 0.94 0.47 0.37 0.58
SNRK Kinase 0.44 143 111 1.20 113 2.86 2.86 Kinase 0.75 0.79 118 1.25 5.45 7.68 8.76 9.59 SNRK Kinase 0.95 1.02 113 1.02 0.64 0.63 0.77 0.51
SORCS3 Kinase 0.38 111 113 1.05 0.95 2.70 3.07 Kinase 112 0.95 1.75 2.09 8.30 1265 [21.89  [26.01 _|SORCS3 Kinase 1.00 1.08 0.92 0.94 0.46 0.37 0.26 0.28
SPHK1 Kinase 0.56 1.06 1.09 1.05 141 3.49 2.07 Kinase 0.62 0.87 151 164 747 1174 [4.98 1722 |[SPHK1 Kinase 0.89 0.80 0.97 0.97 0.33 0.25 0.76 0.19
SPHK2 Kinase 0.51 1.39 1.09 0.93 114 2.86 2.21 Kinase 0.78 143 1.10 1.08 427 1126 [15.31__ [15.00 _|SPHK2 Kinase 0.93 0.80 0.84 0.70 0.61 0.33 0.47 0.16
SRC Kinase NA 1.05 1.00 1.03 1.16 1.99 2.79 Kinase 128 141 151 0.93 4.08 1290 1443 [1537 _[SRC Kinase 0.85 0.98 0.82 0.98 0.52 0.39 0.40 0.39
SRMS Kinase 133 116 1.00 121 112 2.55 3.41 Kinase 0.85 1.26 1.10 1.31 3.57 1023 [9.37 1039 [SRMS Kinase 0.82 1.01 0.86 0.69 0.61 0.47 0.37 0.22
SRPK1 Kinase 1.10 1.06 1.08 1.09 1.99 2.30 352 Kinase 0.90 154 1.28 1.31 7.39 11.03__ [12.80 _ [2556 _ |SRPK1 Kinase 0.75 110 0.94 0.85 0.15 0.75 0.30 0.25
SRPK2 Kinase 0.98 124 1.05 133 132 2.68 2.46 Kinase 1.01 149 1.08 115 719 9.61 429 9.80 SRPK2 Kinase 0.86 0.94 0.89 0.90 0.34 0.61 0.69 0.39
SSTK Kinase 0.61 127 1.08 1.08 121 2.82 3.75 Kinase 0.94 0.86 1.16 154 719 2.78 1530 [6.66 SSTK Kinase 1.04 0.92 0.75 0.77 0.44 0.85 0.24 0.46
STK10 Kinase 125 1.07 113 1.06 0.93 2.38 3.03 Kinase 1.04 0.79 0.91 0.90 5.83 517 7.35 1031 [STK10 Kinase 0.90 0.93 1.00 0.76 0.46 0.63 0.53 0.47
STK11 Kinase 0.95 1.04 1.07 1.08 119 361 2.91 Kinase 0.78 1.01 1.82 1.21 5.34 7.45 9.84 9.63 STK11 Kinase 1.03 0.96 0.95 1.00 0.52 0.46 0.63 0.49
STK11IP Kinase NA 0.96 0.94 1.05 172 2.26 2.40 Kinase 0.82 0.95 129 1.28 1116 [5.74 5.54 6.55 STK11IP Kinase 0.85 0.98 0.86 0.93 0.12 0.41 0.20 0.36
STK16 Kinase 0.49 2.00 118 1.07 119 [4.07 4.01 Kinase 0.96 1.03 137 110 6.25 1495 853 1112 [STK16 Kinase 0.98 0.86 0.93 0.89 0.52 0.31 0.60 0.31
STK17A Kinase 0.50 1.09 111 1.04 112 2.85 2.33 Kinase 0.73 123 129 1.07 10.83_ [8.36 8.02 1218 [STKI7A Kinase 0.96 0.94 0.87 0.83 0.40 0.40 0.55 0.36
STK17B Kinase 0.57 1.03 1.04 0.91 0.93 217 2.91 Kinase 0.80 124 1.05 111 6.53 5.00 1069 [11.29  [STKI7B Kinase 0.99 0.93 0.98 0.97 0.48 0.65 0.49 0.55
STK19 Kinase 0.52 113 1.02 1.09 115 2,64 2.08 Kinase 111 0.72 1.66 112 1182 [8.96 6.74 9.85 STK19 Kinase 0.87 0.91 1.01 0.92 0.27 0.39 0.66 0.54
STK22B Kinase 0.91 112 1.06 115 118 314 255 Kinase 0.71 0.92 124 1.26 6.20 7.85 1652 [10.20  |STK22B Kinase 0.85 0.92 0.65 0.91 0.46 0.51 0.34 0.37
STK22C Kinase 0.46 123 1.06 1.06 143 2.95 359 Kinase 1.03 1.05 1.36 115 1076 [7.68 8.22 8.10 STK22C Kinase 0.83 0.89 1.05 1.02 0.26 0.49 0.67 0.61
STK22D Kinase 0.66 121 114 1.07 132|465 323 Kinase 0.97 0.77 167 2.82 6.28 9.45 1219|1312 |STK22D Kinase 0.78 0.87 0.82 0.85 0.35 0.18 0.50 0.42
STK23 Kinase 0.74 127 115 115 117 312 334 Kinase 0.69 152 151 1.01 7.16 1209 [9.94 5.65 STK23 Kinase 0.94 0.76 0.99 0.94 0.51 0.34 0.48 0.62
STK24 Kinase 0.61 134 115 1.08 118 2.90 267 Kinase 0.88 1.06 1.66 1.36 5.56 9.45 9.16 17.00 _[STK24 Kinase 0.90 0.76 0.67 0.96 0.53 0.32 0.32 0.26
STK25 Kinase 0.48 1.50 1.04 113 0.77 243 3.08 Kinase 0.95 1.21 111 119 463 9.17 1543|1149 |STK25 Kinase 0.68 0.92 1.00 0.88 0.60 0.54 0.41 0.52
STK29 Kinase 0.67 147 1.08 113 1.09 2.36 2.65 Kinase 1.85 0.70 119 175 9.39 767 7.25 1500  [STK29 Kinase 0.85 0.88 0.94 0.77 0.25 0.44 0.53 0.30
STK3 Kinase 0.71 1.04 1.02 1.00 141 1.91 2.89 Kinase 113 167 154 116 6.26 7.16 1256 [4.90 STK3 Kinase 0.78 1.02 0.88 0.99 0.37 0.64 0.39 0.64
STK31 Kinase 0.52 1.05 1.06 0.94 1.09 2.66 2.72 Kinase 0.79 0.94 125 0.94 5.48 9.24 1495 [9.34 STK31 Kinase 0.91 0.91 0.97 0.93 0.53 0.50 0.42 0.21
STK32A Kinase 0.91 111 1.02 0.90 1.95 2.71 3.03 Kinase 1.68 0.99 1.20 1.00 9.22 9.01 9.50 5.77 STK32A Kinase 1.07 0.94 0.91 0.99 0.47 0.51 0.50 0.69
STK32B Kinase 134 1.06 1.02 110 1.07 2.06 2.80 Kinase 0.88 0.80 1.03 1.02 487 3.95 11.37___[10.50 _ |STK32B Kinase 0.97 1.01 1.03 0.98 0.45 0.69 0.56 0.43
STK32C Kinase 0.85 1.00 115 0.99 1.38 2.74 2.80 Kinase 145 111 147 0.99 8.87 1294 [14.04 _ [6.59 STK32C Kinase 0.89 0.90 0.94 1.01 0.46 0.32 0.45 0.59
STK33 Kinase 0.50 2.78 1.36 144 122|419 2.46 Kinase 0.84 0.94 124 153 6.01 777 3.35 9.55 STK33 Kinase 0.83 1.07 0.90 0.93 0.15 0.53 0.98 0.40
STK35 Kinase 0.87 1.06 114 1.09 317 327 2.08 Kinase 2.21 0.82 1.06 1.06 20.07__|7.99 5.10 6.81 STK35 Kinase 0.76 1.04 0.90 0.98 0.24 0.48 0.71 0.56
STK36 Kinase 0.73 1.07 1.08 1.20 1.20 2.30 3.02 Kinase 0.96 0.83 1.30 145 8.04 8.91 4.91 1378 |STK36 Kinase 0.97 0.86 0.75 0.92 0.49 0.42 0.67 0.35
STK38 Kinase NA 132 1.01 1.06 0.74 3.86 2.91 Kinase 147 0.92 144 1.66 6.03 9.74 8.72 3.20 STK38 Kinase 0.94 1.09 1.00 1.00 0.50 0.42 0.48 0.71
STK38L Kinase NA 0.96 1.05 1.03 0.80 2.05 3.42 Kinase 112 0.94 115 1.08 429 6.30 1220 [6.88 STK38L Kinase 0.98 1.05 0.77 112 0.64 0.62 0.21 0.62
STK39 Kinase 0.48 128 110 0.99 0.99 3.35 343 Kinase 0.99 1.05 1.92 0.99 7.45 8.47 1399 [12.61  |STK39 Kinase 0.92 0.86 0.91 0.87 0.41 0.38 0.35 0.33
STK4 Kinase NA 110 1.25 114 2.07 2.22 5.42 Kinase 140 1.16 1.07 0.89 4.65 6.15 9.30 8.98 STK4 Kinase 0.94 0.95 0.88 0.99 0.61 0.39 0.36 0.42
STK6 Kinase NA 1.07 1.08 1.02 0.83 2.09 259 Kinase 2.00 1.28 0.94 122 5.32 4.83 5.52 7.33 STK6 Kinase 0.84 1.02 0.96 0.90 0.36 0.46 0.48 0.51
STYKT Kinase 1.04 111 1.09 1.00 134 2.04 3.46 Kinase 0.72 0.84 1.40 0.93 7.22 5.00 16.07 _ [12.06_ [STYKI Kinase 0.96 0.93 0.78 0.96 0.52 0.57 0.38 0.38
SYK Kinase 0.58 116 1.16 1.09 1.00 214 2.81 Kinase 0.74 155 1.28 1.16 6.26 7.70 1133 [5.73 SYK Kinase 0.98 0.95 0.95 0.94 0.55 0.56 0.35 0.56
T3JAM Kinase 0.54 115 114 1.07 152 3.62 3.92 327 T3JAM Kinase 0.63 0.98 122 114 8.95 1291 [1461__ [8.08 T3JAM Kinase 0.97 0.82 0.78 0.98 0.34 0.29 0.19 0.44
TAOK1 Kinase 0.69 161 1.31 123 153 2.27 4.98 3.51 TAOK1 Kinase 0.93 1.31 211 115 8.23 7.24 1530 [11.89 _ |TAOK1 Kinase 114 1.08 0.74 0.78 0.32 0.68 0.13 0.14
TAOK2 Kinase NA 0.97 0.91 1.08 0.98 2.38 2.31 2.83 TAOK2 Kinase 1.01 0.92 129 113 5.38 7.78 8.95 1017 [TAOK2 Kinase 0.93 0.86 0.88 0.96 0.55 0.51 0.51 0.46
TAOK2 Kinase NA 0.94 1.06 0.94 0.93 2.00 2.13 2.18 TAOK2 Kinase 115 0.98 123 1.26 6.81 7.10 1646 [7.60 TAOK2 Kinase 0.92 0.97 113 0.89 0.47 0.33 0.40 0.52
TAOK3 Kinase NA 133 112 0.97 1.05 2.50 259 2.92 TAOK3 Kinase 0.76 1.29 1.48 1.26 5.80 855 8.34 1118 [TAOK3 Kinase 0.97 0.86 1.02 1.00 0.49 0.21 0.62 0.53
TBK1 Kinase NA 1.92 0.93 1.04 123 2.08 219 3.03 TBK1 Kinase 0.88 1.06 172 123 7.29 8.74 7.36 10.35__ [TBK1 Kinase 1.02 1.07 147 1.02 0.29 0.55 0.65 0.42
TEC Kinase 0.44 1.08 1.21 110 0.98 2.92 2.60 2.56 TEC Kinase 0.86 1.03 131 0.83 3.79 6.72 7.40 4.36 TEC Kinase 0.97 0.86 0.87 1.03 0.70 0.46 0.49 0.89
TEK Kinase NA 0.85 1.03 112 0.79 1.99 2.24 3.29 TEK Kinase 137 0.77 0.96 113 6.09 3.40 6.96 8.98 TEK Kinase 1.04 0.99 0.95 1.09 0.43 0.68 0.26 0.23
TESK1 Kinase NA 1.08 1.04 1.04 0.99 2.73 251 2.87 TESK1 Kinase 1.35 0.98 1.75 119 6.48 9.71 5.85 8.98 TESKT Kinase 0.65 1.00 1.05 1.07 0.31 0.49 0.80 0.56
TESK2 Kinase 0.68 1.30 1.08 114 0.98 3.01 332 3.86 TESK2 Kinase 125 134 0.98 1.89 7.40 1045 [17.39 _ [17.35__ [TESK2 Kinase 0.95 0.92 0.82 0.66 0.42 0.39 0.26 0.08
TGFBRT Kinase 1.16 1.02 122 116 0.90 2.81 3.01 3.08 TGFBRT Kinase 1.00 0.74 1.16 1.69 5.82 6.61 1039 [1044  |TGFBRI1 Kinase 0.99 0.86 0.72 0.95 0.55 0.48 0.38 0.51
TGFBR2 Kinase 0.87 1.07 0.96 1.09 0.90 2.32 3.03 3.60 TGFBR2 Kinase 0.90 0.85 0.84 124 5.45 1015 [7.91 1174 |[TGFBR2 Kinase 0.98 0.90 0.83 0.90 0.71 0.50 0.53 0.40
TIET Kinase 0.69 0.98 1.02 0.94 1.07 213 311 2.99 TIET Kinase 0.80 1.00 123 146 461 4.68 1149 [8.96 TIET Kinase 1.03 0.80 0.95 0.82 0.69 0.59 0.48 0.34
TK1 Kinase 0.55 1.07 1.02 111 1.39 2.08 217 319 TK1 Kinase 1.07 0.89 1.09 119 7.04 6.04 7.64 9.05 TK1 Kinase 0.82 0.91 0.99 0.95 0.40 0.58 0.63 0.52
TK2 Kinase 0.52 1.03 1.06 1.00 111 2.40 2.90 2.61 TK2 Kinase 1.03 132 1.35 0.89 831 8.42 1322|1093 [TK2 Kinase 0.90 0.98 1.04 0.94 0.36 0.50 0.39 0.42
TLKT Kinase 0.74 112 1.04 113 112 2.54 2.86 2.51 TLKT Kinase 0.73 0.85 0.97 1.00 6.17 7.79 1050 [3.64 TLK1 Kinase 0.96 0.97 0.92 0.86 0.56 0.53 0.62 0.69
TLK2 Kinase 0.56 112 110 1.05 1.80 2.29 2.83 4.06 TLK2 Kinase 0.93 1.00 0.97 1.97 1506 [6.15 1112 [2450  |TLK2 Kinase 0.90 1.01 0.88 0.75 0.11 0.73 0.56 0.10
TNIK Kinase 1.07 0.96 111 1.03 1.02 3.03 351 2.65 TNIK Kinase 0.70 0.81 1.04 1.05 5.76 9.03 8.19 4.91 TNIK Kinase 0.95 0.95 0.95 0.86 0.56 0.28 0.56 0.62
TNKT Kinase 0.71 125 1.00 0.92 0.81 2.15 2.86 3.05 TNKT Kinase 112 1.03 1.00 0.92 3.84 3.82 1450 [11.68 _ |TNK1 Kinase 0.75 0.84 0.81 0.84 0.26 0.60 0.47 0.40
TNKZ Kinase 0.56 1.09 112 1.07 0.92 3.76 1.99 327 TNKZ Kinase 0.69 151 1.20 114 1116 [7.65 5.16 7.82 TNK2 Kinase 0.68 0.69 0.97 1.02 0.20 0.19 0.67 0.55
TNNISK Kinase 0.59 1.09 114 1.20 1.36 3.01 3.56 3.28 TNNI3K Kinase 0.92 0.78 137 119 1122 [7.28 1501|1158 |TNNI3K Kinase 0.74 0.93 0.90 0.98 0.21 0.49 0.30 0.40
TP53RK Kinase 0.39 119 1.02 1.04 1.26 242 321 3.30 TP53RK Kinase 1.02 1.86 1.87 1.05 513 1096 [10.72___[11.33__ [TP53RK Kinase 0.96 0.95 1.01 0.94 0.51 0.42 0.54 0.45




Garimella et al Table S1 10
Caspase 8 Assay (Fold ch relative to siNegative transf d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD

TPK1 Kinase NA 159 1.04 115 0.86 2.75 234 2.91 TPK1 Kinase 1.00 0.87 0.96 1.36 7.71 1153 [12.64 _ [11.64 _ [TPK1 Kinase 0.86 0.93 1.06 0.84 0.34 0.32 0.49 0.46

TRAD Kinase 0.52 2.06 0.98 1.38 134 342 345 3.95 TRAD Kinase 1.05 122 1.35 1.39 5.80 6.83 7.91 2343 |TRAD Kinase 1.00 0.95 1.16 0.86 0.65 0.54 0.59 0.14

TRIO Kinase 0.58 1.06 1.06 178 1.00 2.31 1.96 3.37 TRIO Kinase 0.72 123 117 147 5.02 6.66 6.47 1205 [TRIO Kinase 0.94 0.95 0.91 0.91 0.59 0.52 0.50 0.47

TSKS Kinase 0.78 147 115 1.05 1.26 241 2.78 3.68 TSKS Kinase 0.72 0.87 0.93 0.97 1029 [5.74 9.95 9.41 TSKS Kinase 0.76 0.84 0.70 0.62 0.34 0.53 0.46 0.18

TTBKT Kinase 0.72 1.30 1.04 112 112 2.51 2.77 3.29 TTBKT Kinase 128 1.04 114 119 6.69 7.39 1041 [9.17 TTBK1 Kinase 1.04 1.04 1.03 1.05 0.44 0.63 0.49 0.55

TTBK2 Kinase 0.70 0.96 1.08 0.94 1.96 2.98 2.46 2.92 TTBK2 Kinase 214 111 1.46 0.99 1128 [8.99 1060 [7.74 TTBK2 Kinase 1.05 1.07 0.94 0.98 0.56 0.65 0.60 0.45

TTK Kinase NA 0.94 0.94 0.94 0.89 1.85 1.81 2.15 TTK Kinase 110 1.02 177 111 7.21 5.50 8.35 1128 [TT1K Kinase 0.90 0.86 1.16 0.88 0.31 0.52 0.56 0.31

TXK Kinase NA 0.99 0.99 1.01 0.91 2.21 2.09 3.48 TXK Kinase 0.88 147 1.35 119 6.14 5.92 8.67 1166 [TXK Kinase 1.03 0.97 1.07 1.01 0.50 0.62 0.66 0.41

TYK2 Kinase 1.05 111 1.06 1.02 1.07 2.84 2.26 2.97 TYK2 Kinase 0.68 0.88 0.98 141 6.21 9.97 3.45 7.69 TYK2 Kinase 0.91 0.86 0.83 1.00 0.44 0.40 0.84 0.62

TYRO3 Kinase 0.78 1.03 0.97 0.98 1.04 2.77 2.33 2.99 TYRO3 Kinase 0.77 114 1.05 0.96 8.11 1497 1121 [6.33 TYRO3 Kinase 0.96 0.77 0.86 0.77 0.59 0.16 0.45 0.65

TYROBP Kinase 0.65 110 0.95 112 1.16 2.19 2.87 2.97 TYROBP Kinase 1.00 0.98 122 1.86 8.65 8.38 1207 [12.30 _ |TYROBP Kinase 0.95 0.88 1.03 0.90 0.37 0.40 0.44 0.45

UCK1 Kinase NA 1.38 0.97 1.00 0.91 2.30 251 2.70 UCK1 Kinase 0.96 0.82 372 1.05 4.08 6.62 1747|547 UCK1 Kinase 0.76 0.97 0.70 0.94 0.33 0.60 0.26 0.52

UCK2 Kinase 0.51 1.04 1.03 111 0.95 2.70 334 3.72 UCK2 Kinase 0.80 127 1.06 1.06 493 1024 [15.95 [13.03 _ |UCK2 Kinase 1.02 0.96 0.99 0.91 0.89 0.49 0.46 0.38

UCKL1 Kinase 0.66 122 111 112 124 3.84 255 361 UCKL1 Kinase 2.35 0.83 1.46 1.39 6.88 1335 [5.40 11.08__ |UCKL1 Kinase 0.92 0.96 1.08 0.99 0.27 0.40 0.63 0.49

UGP2 Kinase 0.61 118 1.05 118 122 2.36 3.36 3.89 UGP2 Kinase 0.84 1.09 1.16 153 6.97 9.76 1542|1504 |UGP2 Kinase 0.93 1.02 0.68 0.85 0.43 0.45 0.20 0.16

UHMK1 Kinase NA 0.86 0.94 0.98 163 171 3.08 1.87 UHMK1 Kinase 171 1.00 125 1.00 9.31 4.97 1027 [5.97 UHMKT Kinase 1.05 111 1.03 0.93 0.45 0.60 0.34 0.58

ULK1 Kinase 0.71 1.09 1.02 112 149 2.32 3.36 2.25 ULK1 Kinase 0.76 0.99 1.36 1.26 1130 [5.89 17.00 _ [5.64 ULKT Kinase 0.81 0.95 0.81 0.89 0.36 0.61 0.44 0.58

ULK2 Kinase 0.54 1.20 116 122 117 2.70 3.16 436 ULK2 Kinase 0.85 110 119 158 9.05 5.67 2062|2068 |ULK2 Kinase 1.05 0.97 0.99 0.83 0.55 0.66 0.19 0.16

ULK3 Kinase NA 0.99 0.98 1.09 0.65 241 2.49 2.24 ULK3 Kinase 147 0.86 1.01 0.94 3.33 7.24 8.63 11.99  |ULK3 Kinase 0.93 1.00 1.08 0.89 0.61 0.41 0.52 0.34

ULK4 Kinase 0.69 147 114 110 127 3.92 3.40 3.48 ULK4 Kinase 0.88 1.21 1.10 1.09 9.54 1138 [8.86 3.68 ULK4 Kinase 0.92 0.86 0.96 0.92 0.36 0.38 0.43 0.75

UMP Kinase 0.45 129 1.05 1.03 0.94 317 2.97 2.99 UMP Kinase 0.95 1.07 157 1.81 442 1394 [9.80 1023 |UMP Kinase 0.91 0.95 0.96 1.04 0.46 0.40 0.60 0.61

VRK1 Kinase 0.62 0.93 118 1.26 0.89 2.72 2.74 3.10 VRK1 Kinase 1.26 143 1.07 0.93 5.29 7.08 9.35 10.77__|VRK1 Kinase 0.97 0.93 0.91 1.05 0.68 0.47 0.44 0.40

VRK2 Kinase NA 1.01 1.00 0.99 0.87 2.18 2.21 2.28 VRK2 Kinase 0.94 0.99 1.07 110 491 6.09 11.00  [13.26|VRK2 Kinase 1.08 0.83 1.07 1.06 0.48 0.32 0.38 0.45

VRK3 Kinase 0.51 161 1.02 122 0.78 242 3.73 413 VRK3 Kinase 0.89 1.36 141 1.28 450 11.04_ [12.98  [17.44 __|VRK3 Kinase 0.77 0.94 0.92 0.98 0.46 0.34 0.35 0.25

WDSAM1 Kinase 0.97 1.04 1.05 1.04 1.96 2,64 2.58 2.23 WDSAMT Kinase 1.95 1.65 127 110 2248 [9.23 9.10 8.64 WDSAM1 Kinase 0.80 0.99 0.87 0.89 0.20 0.48 0.58 0.44

WEET Kinase NA 116 0.98 111 0.79 2.32 2.36 314 WEET Kinase 425 147 1.33 1.93 1057 [6.99 7.75 16.85  |WEET Kinase 0.65 1.00 112 0.91 0.18 0.59 0.54 0.46

WNK1 Kinase 0.82 158 1.07 1.20 118 2.55 3.93 3.37 WNK1 Kinase 0.79 0.81 1.26 2.00 8.35 8.12 1274|1362 |WNK1 Kinase 0.91 0.79 0.64 0.82 0.38 0.40 0.38 0.24

WNK2 Kinase 0.48 140 0.99 113 1.02 2.60 5.01 3.98 WNK2 Kinase 0.78 122 1.60 167 6.99 413 17.87 _ [17.08__ |WNK2 Kinase 1.01 1.05 0.77 0.91 0.49 0.81 0.19 0.30

WNK3 Kinase 0.49 119 1.20 1.03 115 2.85 3.33 3.46 WNK3 Kinase 0.88 147 121 1.06 9.04 9.64 1679|1215 |WNK3 Kinase 0.86 1.05 0.97 0.92 0.20 0.41 0.31 0.44

WNK4 Kinase 0.61 114 1.20 114 121 343 4.92 4.06 WNK4 Kinase 0.73 0.89 2.02 1.85 6.93 1151 [2020 _ [21.61  |WNK4 Kinase 0.71 0.77 0.85 0.75 0.20 0.16 0.28 0.14

XYLB Kinase 0.70 147 116 131 112 319 2.47 244 XYLB Kinase 0.68 0.97 1.08 114 7.39 6.76 1110 [10.76_|XYLB Kinase 1.01 0.95 1.05 0.89 0.48 0.44 0.44 0.43

YES1 Kinase 1.01 1.07 1.08 111 1.09 2.19 3.07 2.84 YES1 Kinase 0.83 1.16 114 122 6.97 6.80 1714 [1019_ |VEST Kinase 0.96 0.99 0.62 0.90 0.42 0.58 0.28 0.43

ZAK Kinase 0.73 154 111 1.03 113 2.72 345 3.86 ZAK Kinase 116 0.89 143 132 9.13 6.53 11.09_ [10.98  |ZAK Kinase 0.98 0.99 1.08 1.06 0.35 0.57 0.56 0.44

ZAP70 Kinase 0.81 1.08 1.01 115 1.02 2.85 2.47 3.01 ZAP70 Kinase 0.81 0.82 1.26 141 8.35 5.91 9.42 9.09 ZAP70 Kinase 0.99 0.95 0.82 0.88 0.49 0.74 0.56 0.42

ZC3HCH Kinase 0.65 1.39 1.21 123 147 1.70 433 3.92 ZC3HCH Kinase 0.71 114 0.98 157 1523 [3.92 1285 [21.12__ |ZC3HC1 Kinase 0.90 0.74 0.91 0.73 0.15 0.60 0.40 0.09

ACP1 Phosphatase[0.87 0.79 5.90 0.86 5.40 9.07 5.45 6.03 ACP1 Phosphatase _|1.05 0.92 0.99 1.05 0.68 0.35 0.27 0.69

ACP2 P 1.04 0.99 0.94 0.78 5.34 5.28 3.33 6.47 ACP2 Phosphatase _[1.00 1.00 0.99 1.09 0.72 0.53 0.38 0.71

ACP5 Phc 112 0.94 1.27 112 5.12 5.56 5.76 7.31 [ACP5 Phosphatase _[0.99 0.97 1.00 1.23 0.62 0.48 0.51 0.67

ACP6 P 0.99 111 1.28 1.32 5.37 6.45 5.83 4.22 ACP6 Phosphatase _[1.01 1.00 1.01 1.23 0.60 0.42 0.48 0.74

ACPP P 0.89 0.95 118 1.32 5.02 7.31 4.63 5.45 ACPP Phosphatase _|1.06 1.00 1.01 0.98 0.59 0.55 0.10 0.62

ACPT Phc 0.92 117 1.36 1.06 8.89 8.16 7.00 8.90 ACPT Phosphatase _[1.03 0.96 0.88 1.22 0.57 0.44 0.09 0.75

ALPI P 1.26 1.03 115 1.06 6.57 5.37 5.49 6.64 ALPI Phosphatase _[1.13 119 1.18 1.18 0.62 0.78 0.47 0.77

ALPL P 1.35 1.79 0.97 1.46 6.14 7.83 515 5.28 ALPL Phosphatase _|1.06 0.81 1.03 0.98 0.63 0.37 0.08 0.86

ALPPL2 Phc 0.95 0.85 0.82 0.87 3.83 7.35 7.33 5.59 ALPPL2 Phosphatase [ 1.11 1.08 0.95 0.89 0.77 0.41 0.20 0.79

CDC25A P 0.97 1.10 1.25 1.49 7.59 7.28 7.15 7.18 CDC25A Phosphatase [0.83 0.91 0.97 1.07 0.47 0.35 0.06 0.83

CDC25B P 0.82 0.89 113 1.45 7.28 5.85 9.14 7.32 CDC25B Phosphatase _[0.75 0.99 0.89 113 0.29 0.41 0.45 0.63

CDC25C P 113 148 0.90 1.21 5.20 555  |4.86 7.20 CDC25C Phosphatase [0.78 0.97 0.96 119 0.39 0.54 0.65 0.65

CDKN3 Phc 161 1.34 1.03 0.95 5.66 3.96 4.39 6.86 CDKN3 Phosphatase _[1.15 1.03 1.03 1.23 0.64 0.48 0.59 0.71

CTDP1 P 0.95 1.88 1.05 118 7.83 6.88 5.93 5.37 CTDP1 Phosphatase _[0.64 0.97 0.97 1.10 0.25 0.44 0.53 0.65

CTDSP2 P 1.16 117 1.22 1.13 5.30 7.82 3.86 5.22 CTDSP2 Phosphatase [0.93 1.03 1.03 147 0.47 0.53 0.62 0.71

CTDSPL Phc 119 1.09 0.96 0.97 6.35 4.98 3.92 5.92 CTDSPL Phosphatase _[0.99 0.91 1.09 1.21 0.55 0.72 0.57 0.81

DKFZP566K0524 | Pt 0.77 1.20 0.95 1.49 4.28 5.93 7.61 7.77 DKFZP566K0524_|Phosphatase [1.10 0.96 0.97 1.21 0.65 0.55 0.65 0.78

DOLPP1 P 0.85 0.95 0.97 1.52 6.70 6.23 4.55 4.63 DOLPP1 Phosphatase _[1.14 0.95 1.06 1.00 0.60 0.40 0.47 0.33

DUSP10 Phc 118 1.23 0.86 2.30 8.04 3.81 6.62 5.28 DUSP10 Phosphatase _[1.07 1.04 0.93 116 0.55 0.68 0.55 0.74

DUSP11 P 0.77 1.78 1.44 1.51 5.57 7.86 9.53 5.06 DUSP11 Phosphatase _[1.04 0.97 1.01 1.16 0.65 0.40 0.07 0.73

DUSP12 P 1.09 1.81 0.78 113 3.41 8.85 5.84 6.66 DUSP12 Phosphatase _[1.01 0.97 0.96 1.22 0.66 0.41 0.59 0.65

DUSP13 P 147 1.29 0.75 1.02 7.19 6.48 5.45 6.34 DUSP13 Phosphatase [1.17 1.26 1.20 144 0.57 0.65 0.84 0.85

DUSP14 Phc 1.30 1.21 117 0.99 7.86 6.58 5.73 5.65 DUSP14 Phosphatase _[1.09 1.00 1.07 1.05 0.48 0.67 0.08 0.73

DUSP15 P 1.81 1.74 1.43 113 7.39 7.29 5.18 6.21 DUSP15 Phosphatase | 1.24 1.20 1.30 1.42 0.68 0.53 0.57 0.77

DUSP16 P 0.84 1.49 0.81 0.78 6.55 7.20 4.53 7.30 DUSP16 Phosphatase _|1.06 0.82 0.99 1.23 0.61 0.39 0.43 0.59

DUSP18 Phc 1.06 1.20 1.08 1.24 437 6.74 6.61 551 DUSP18 Phosphatase _[1.12 0.94 0.93 117 0.64 0.54 0.11 0.72

DUSP19 P 1.28 1.16 0.77 1.27 8.28 7.92 4.75 6.19 DUSP19 Phosphatase _[0.93 0.92 0.96 1.21 0.44 0.28 0.19 0.73

DUSP2 P 0.97 117 0.86 1.10 8.61 6.89 5.23 5.50 DUSP2 Phosphatase _[1.15 1.00 0.97 1.06 0.46 0.55 0.60 0.62

DUSP21 Phc 0.92 1.30 1.34 117 3.31 497|484 6.97 DUSP21 Phosphatase _[1.10 1.01 0.93 113 0.66 0.54 0.63 0.72

DUSP22 P 1.00 1.24 1.03 0.95 4.47 6.38 3.36 7.22 DUSP22 Phosphatase _[1.03 1.01 0.96 1.18 0.66 0.65 0.54 0.69

DUSP23 P 1.23 1.18 0.94 1.43 5.82 6.11 3.29 6.15 DUSP23 Phosphatase | 1.24 1.24 112 1.43 0.63 0.78 0.83 0.85

DUSP24 P 153 1.33 1.03 110 5.51 5.21 4.99 6.46 DUSP24 Phosphatase _[1.01 1.04 1.00 121 0.55 0.66 0.52 0.72

DUSP3 Phc 113 1.38 0.71 0.91 3.27 9.00 4.92 8.27 DUSP3 Phosphatase _[1.38 1.26 1.18 151 0.71 0.69 0.66 0.92

DUSP6 P 1.03 1.41 0.86 113 7.10 4.96 712 7.01 DUSP6 Phosphatase [0.93 0.99 0.99 1.21 0.37 0.45 0.46 0.75

DUSP7 Pt 1.23 0.99 0.96 1.12 5.30 7.66 6.47 7.13 DUSP7 Phosphatase _[1.01 1.00 1.01 1.16 0.65 0.30 0.56 0.64

DUSP8 Phc 0.76 111 0.91 0.98 411 7.24 5.10 7.83 DUSP8 Phosphatase [0.76 1.02 1.04 110 0.37 0.53 0.07 0.77

DUT P 0.81 0.98 1.03 0.86 5.33 7.63 7.22 7.81 DUT Phosphatase _[0.65 0.95 0.96 1.20 0.26 0.21 0.48 0.44

ENPP1 P 161 1.37 1.06 113 5.84 6.42 4.92 7.86 ENPP1 Phosphatase | 1.43 1.28 119 143 0.86 0.67 0.54 0.87

ENPP2 Phc 115 1.30 127 1.24 4.38 5.50 5.55 7.42 ENPP2 Phosphatase _[1.15 0.99 0.99 122 0.50 0.25 0.08 0.70

ENPPS P 1.09 1.05 0.80 2.47 6.41 5.55 514 6.37 ENPP3 Phosphatase [0.92 0.99 1.07 1.26 0.54 0.45 0.08 0.71

[FBP1 P 1.24 1.37 1.48 0.99 6.88 4.81 5.41 6.16 FBP1 Phosphatase _|0.86 0.96 0.98 1.20 0.49 0.54 0.62 0.75
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to

ve tr

Caspase 8 Assay (Fold relative to siNegative transf d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold g fected cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 siCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set | siRNA A[siRNA B| siRNA C| siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set |siRNAA|siRNA B siRNA C|siRNA D [siRNAA|siRNA B| siRNA C |siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D [siRNA A|siRNA B | siRNA C | siRNA D

FBP2 P 0.93 177 1.02 1.25 5.71 5.60 444 7.52 FBP2 Phosphatase [ 1.11 0.95 0.87 147 0.61 0.20 0.47 0.72

FLJ32332 Phc 1.32 1.27 1.09 0.89 3.29 5.54 2.88 7.01 FLJ32332 Phosphatase _[0.95 1.01 1.06 1.24 0.79 0.34 0.12 0.77

G6PC P 173 1.47 147 1.28 4.56 5.64 4.67 4.66 G6PC Phosphatase _|1.08 0.95 0.95 147 0.82 0.61 0.54 0.61

G6PC2 P 0.98 1.08 114 0.99 6.13 485  [4.13 6.51 G6PC2 Phosphatase _[1.03 1.01 1.00 0.97 0.60 0.64 0.10 0.68

G6PC3 Phc 1.33 0.93 0.94 114 7.95 6.61 5.73 5.65 G6PC3 Phosphatase [0.93 0.91 0.98 1.21 0.51 0.27 0.28 0.98

ILKAP P 1.05 0.95 0.99 115 5.54 4.77 5.45 7.69 ILKAP Phosphatase [0.94 0.99 1.02 1.32 0.52 0.50 0.32 0.85

IMPAT P 114 1.23 1.40 1.32 6.53 6.61 6.30 7.78 IMPAT Phosphatase [ 1.11 0.99 1.02 1.24 0.56 0.48 0.45 0.7

INPP1 Phc 111 1.33 1.04 0.97 457 6.78 4.88 7.72 INPP1 Phosphatase _[1.16 122 114 132 0.66 0.66 0.64 0.73

INPP4B P 1.21 1.09 1.06 0.95 7.02 4.64 3.58 6.63 INPP4B Phosphatase _[1.07 0.92 0.99 1.20 0.60 0.60 0.18 0.69

INPP5A P 177 1.79 0.57 1.20 1097 [3.79 3.36 7.44 INPP5A Phosphatase _[0.98 0.99 0.97 119 0.38 0.60 0.19 0.71

INPP5B P 1.56 0.95 1.10 1.00 6.44 5.94 8.80 6.63 INPP5B Phosphatase [0.93 0.94 0.95 129 0.47 0.42 0.38 0.75

INPP5D Phc 1.34 1.81 0.87 1.50 4.13 435  [6.23 6.13 INPP5D Phosphatase _[0.85 1.01 1.03 1.25 0.54 0.57 0.07 0.79

INPP5E P 0.83 1.30 0.94 0.83 5.68 5.06 4.49 6.59 INPP5E Phosphatase _|1.02 0.97 0.94 1.21 0.61 0.40 0.44 0.65

INPP5F P 0.84 1.87 1.40 1.08 5.08 5.37 6.76 8.17 INPP5F Phosphatase _[1.10 1.02 1.08 112 0.66 0.62 0.56 0.66

ITPA Phc 0.91 0.94 127 1.30 6.19 6.97  [4.49 3.97 ITPA Phosphatase _[1.00 0.88 0.96 1.16 0.48 0.50 0.06 0.82

LHPP P 175 1.09 111 0.89 10.63__ [4.90 513 6.36 LHPP Phosphatase [0.86 1.06 1.06 1.07 0.43 0.55 0.05 0.81

LOC387870 Pt 0.85 1.07 0.91 0.84 5.58 5.33 3.74 6.80 LOC387870 Phosphatase__|0.99 0.98 0.99 1.30 0.53 0.78 0.55 0.74

LOC389772 Phc 112 0.99 0.92 1.05 5.64 4.38 5.71 6.23 LOC389772 Phosphatase _[1.00 0.99 1.05 116 0.65 0.58 0.56 0.76

LOC391025 P 0.86 0.92 1.00 1.52 547 955  [4.68 5.16 LOC391025 Phosphatase _[1.10 0.99 1.03 147 0.61 0.49 0.67 0.80

LOC400927 P 1.33 1.22 1.07 1.05 477 6.32 6.68 6.74 LOC400927 Phosphatase _[0.99 0.99 0.98 1.27 0.57 0.52 0.56 0.77

LOC442428 P 110 1.25 1.26 1.21 5.54 5.61 4.08 8.05 L0C442428 Phosphatase _[1.33 122 118 141 0.79 0.84 0.69 0.73

LOC474338 Phc 0.86 1.32 1.09 112 4.48 5.76 6.06 7.34 LOC474338 Phosphatase [ 1.11 1.01 1.07 114 0.60 0.64 0.18 0.67

LPPR2 P 0.83 111 1.39 1.37 8.00 9.03 7.75 7.16 LPPR2 Phosphatase _[0.87 1.00 0.99 111 0.20 0.24 0.53 0.43

M-RIP P 1.02 1.74 0.98 0.98 5.61 5.77 6.78 6.75 M-RIP Phosphatase _[1.05 1.05 1.07 1.04 0.58 0.52 0.58 0.68

MINPP1 Phc 0.90 1.81 1.36 0.96 6.21 4.22 541 6.42 MINPP1 Phosphatase _[1.12 1.04 1.00 1.25 0.54 0.67 0.71 0.77

MTM1 P 1.34 1.51 1.58 1.47 6.09 577 |4.65 6.11 MTM1 Phosphatase _[0.99 1.01 1.00 1.25 0.59 0.49 0.17 0.76

MTMR2 P 0.98 1.45 1.59 1.05 6.09 6.65  [4.03 5.13 MTMR2 Phosphatase _|1.08 0.99 1.04 121 0.66 0.57 0.56 0.65

MTMR3 Phc 1.29 147 1.49 1.94 5.57 3.04 5.15 6.95 MTMR3 Phosphatase _[1.12 0.98 1.02 116 0.50 0.53 0.27 0.73

MTMR4 P 141 1.57 117 1.05 7.80 929  |6.64 5.65 MTMR4 Phosphatase _[0.99 1.01 111 119 0.50 0.09 0.06 0.85

MTMR6 P 1.42 1.79 1.59 1.34 1218 [6.00 6.23 7.79 MTMR6 Phosphatase [ 1.11 1.04 1.07 147 0.43 0.30 0.36 0.77

MTMR8 P 119 124 1.40 147 7.86 5.94 6.71 7.33 MTMR8 Phosphatase _[0.95 0.99 0.99 114 0.51 0.10 0.55 0.71

MTMR9 Phc 0.76 112 114 1.54 517 6.14 4.74 9.26 MTMR9 Phosphatase _[1.03 0.98 0.98 1.20 0.60 0.55 0.61 0.62

PDP2 P 0.90 1.68 0.96 0.99 6.11 6.81 6.05 7.36 PDP2 Phosphatase _[1.27 1.19 1.23 141 0.67 0.67 0.64 0.84

PDPR P 0.88 0.93 0.87 1.24 6.33 5.23 5.07 8.71 PDPR Phosphatase [0.90 0.96 0.99 1.09 0.48 0.59 0.56 0.39

PHOSPHO1 Phc 1.00 1.74 147 1.31 467 5.45 9.00 6.93 PHOSPHO1 Phosphatase _[1.13 0.93 1.09 1.21 0.61 0.35 0.11 0.85

PHPT1 P 1.29 119 0.89 0.93 4.59 5.32 3.94 6.96 PHPT1 Phosphatase _[1.07 0.94 0.99 1.21 0.71 0.50 0.65 0.61

PIB5PA P 1.07 0.83 0.81 0.72 747 7.24 3.12 5.67 PIB5PA Phosphatase _[1.10 0.88 0.96 1.16 0.57 0.44 0.65 0.70

PIP3AP Phc 1.05 1.37 0.92 1.83 9.31 567  |4.43 7.80 PIP3AP Phosphatase _[0.98 1.02 1.02 114 0.44 0.50 0.52 0.67

PLIP P 1.03 1.88 1.28 1.78 5.86 1028 [4.72 8.97 PLIP Phosphatase _[1.16 0.85 0.97 113 0.53 0.26 0.10 0.54

PME-1 P 147 1.50 0.86 0.90 6.63 4.21 6.40 6.30 PME-1 Phosphatase _|1.08 1.00 0.97 147 0.69 0.43 0.58 0.77

PNKP P 0.77 1.16 117 143 7.19 8.56 5.54 5.60 PNKP Phosphatase _[1.31 1.06 119 149 0.75 0.44 0.68 0.96

PPAP2A Phc 0.98 1.53 0.93 1.06 5.02 849 [4.63 7.67 PPAP2A Phosphatase _[0.96 0.97 0.96 1.22 0.69 0.36 0.13 0.72

PPAP2B P 1.22 1.55 1.10 0.91 5.20 565  [4.22 5.85 PPAP2B Phosphatase | 1.04 0.99 1.05 114 0.67 0.57 0.10 0.63

PPAP2C P 0.99 2.08 1.16 1.32 5.85 7.27 5.05 8.01 PPAP2C Phosphatase _[1.22 1.16 1.14 144 0.53 0.54 0.56 0.76

PPEFT Phc 1.23 0.86 1.37 113 5.85 6.14 6.90 454 PPEFT Phosphatase _[0.70 1.02 0.97 112 0.33 0.25 0.12 0.43

PPEF2 P 113 1.62 119 1.27 5.02 5.91 711 8.33 PPEF2 Phosphatase _[0.95 0.91 1.01 1.29 0.48 0.14 0.06 0.69

PPFIAT P 1.03 0.82 1.04 2.10 6.64 5.74 4.90 6.78 PPFIA1 Phosphatase _|1.08 0.97 1.02 1.20 0.69 0.57 0.13 0.66

PPFIA2 Phc 1.36 1.21 1.44 1.23 7.83 7.33 5.98 8.09 PPFIA2 Phosphatase _[0.86 1.00 0.91 118 0.43 0.47 0.05 0.61

PPFIA3 P 151 1.19 1.06 1.44 7.89 4.51 5.49 5.29 PPFIA3 Phosphatase [0.96 1.03 0.92 1.26 0.48 0.54 0.08 0.73

PPFIA4 P 1.06 1.33 112 1.74 6.95 8.89 9.52 7.29 PPFIA4 Phosphatase _[0.78 0.86 1.00 1.16 0.27 0.10 0.04 0.81

PPMTA P 0.96 113 179 144 5.46 6.08 4.46 6.59 PPMTA Phosphatase _[1.01 0.98 0.95 116 0.58 0.44 0.09 0.74

PPM1B Phc 1.01 1.55 1.00 1.04 3.88 6.70 5.44 6.89 PPM1B Phosphatase _[0.99 1.01 1.00 1.23 0.69 0.64 0.08 0.61

PPM1D P 1.39 177 113 1.29 5.53 517 5.32 7.66 PPM1D Phosphatase _[0.95 1.04 1.04 115 0.42 0.46 0.16 0.62

PPM1E P 1.52 1.02 127 1.05 7.20 9.40 3.49 6.39 PPM1E Phosphatase _[1.01 1.00 1.01 147 0.56 0.38 0.58 0.89

PPM1F Phc 1.20 0.87 0.96 1.02 7.76 457 [6.05 7.94 PPM1F Phosphatase _[1.08 0.98 0.96 1.21 0.50 0.62 0.53 0.64

PPM1G P 1.93 1.36 1.25 1.25 10.81_ [5.81 4.69 5.08 PPM1G Phosphatase [0.81 0.97 0.99 1.23 0.55 0.57 0.25 0.80

PPM1L P 1.28 1.42 1.16 1.25 7.00 500  [4.38 5.51 PPMIL Phosphatase | 1.39 1.23 1.18 1.48 0.77 0.43 0.77 1.01

PPM2C Phc 0.98 144 0.98 1.04 6.36 4.92 451 4.97 PPM2C Phosphatase _[1.03 0.99 0.85 1.09 0.50 0.56 0.61 0.87

PPP1CA P 113 1.21 1.66 1.24 5.61 7.90 6.52 8.94 PPP1CA Phosphatase | 1.40 115 1.01 1.58 0.63 0.29 0.37 0.78

PPP1CB P 1.55 0.84 0.82 1.46 4.15 6.33 5.56 7.98 PPP1CB Phosphatase _[0.89 0.94 1.06 119 0.54 0.47 0.08 0.78

PPP1CC P 1.36 1.59 1.04 132 6.84 5.38 5.55 6.49 PPP1CC Phosphatase [1.07 0.93 0.97 123 0.71 0.53 0.06 0.69

PPP1R10 Phc 1.24 151 0.96 1.60 1209 [6.28 8.55 7.97 PPP1R10 Phosphatase | 1.22 1.00 1.03 111 0.36 0.31 0.53 0.53

PPP1R11 P 1.04 1.64 0.92 1.07 5.19 5.65 3.48 7.45 PPP1R11 Phosphatase [0.66 0.97 0.98 147 0.62 0.46 0.54 0.78

PPP1R12A P 0.95 1.12 1.40 1.48 5.31 6.79 3.86 4.45 PPP1R12A Phosphatase | 1.11 0.98 1.00 1.28 0.73 0.60 0.12 0.85

PPP1R12B Phc 0.74 1.94 111 1.01 6.40 13.01_[5.35 8.00 PPP1R12B Phosphatase _[1.08 0.83 1.02 115 0.59 0.26 0.33 0.65

PPP1R12C P 1.39 1.21 1.48 1.41 9.54 4.82 8.70 6.42 PPP1R12C Phosphatase _[1.09 0.99 1.00 1.06 0.45 0.61 0.47 0.60

PPP1R13B P 1.28 111 1.61 1.01 3.64 5.31 517 5.99 PPP1R13B Phosphatase 0.7 1.00 0.99 0.54 0.44 0.55 0.58 0.64

PPP1RT4A Phc 0.90 1.16 0.78 1.25 5.05 5.66 3.26 8.33 PPP1R14A Phosphatase [0.94 0.92 0.88 1.30 0.70 0.58 0.21 0.63

PPP1R14C P 1.70 114 0.86 2.15 7.09 619  |4.62 7.06 PPP1R14C Phosphatase [0.65 0.97 1.04 1.23 0.25 0.46 0.59 0.70

PPP1R14D P 1.39 1.86 1.89 1.20 5.71 3.84 6.40 7.65 PPP1R14D Phosphatase _[0.98 1.06 1.00 1.20 0.38 0.34 0.48 0.78

PPPTRT5A P 1.55 110 0.86 122 6.75 2.81 4.27 711 PPP1R15A Phosphatase _[1.09 1.00 1.02 117 0.59 0.72 0.70 0.67

PPP1R158 Phc 0.93 1.46 1.09 161 6.86 5.91 6.39 7.00 PPP1R15B Phosphatase _[1.12 1.25 1.10 145 0.59 0.65 0.48 0.62

PPP1R16B P 2.18 1.40 1.27 112 13.06__ [6.00 4.45 7.93 PPP1R16B Phosphatase _[1.19 119 1.16 1.46 0.49 0.65 0.74 0.58

PPP1R1A P 0.73 0.98 1.36 0.95 4.39 7.94 5.16 7.91 PPP1R1A Phosphatase _[1.07 1.07 1.06 1.25 0.72 0.21 0.06 0.73

PPP1R1B Phc 1.28 1.36 0.95 0.88 6.61 5.46 6.45 1052 |PPPIR1B Phosphatase _[1.09 0.86 0.94 118 0.64 0.39 0.45 0.59

PPP1R1C P 1.06 1.27 0.82 1.51 8.54 9.82 5.33 5.48 PPP1R1C Phosphatase _|1.05 0.97 1.01 1.20 0.47 0.47 0.45 0.74

PPP1R2 P 1.69 1.43 112 1.21 6.12 7.16 3.34 6.96 PPP1R2 Phosphatase [ 1.11 1.01 0.99 1.16 0.59 0.72 0.49 0.75

PPP1R2P9 Phc 0.90 1.25 1.10 1.22 8.65 7.52 457 3.97 PPP1R2P9 Phosphatase _[1.27 1.20 1.24 149 0.66 0.63 0.73 1.28
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Caspase 8 Assay (Fold relative to siNegative transf d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold gative transfected cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 siCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set | siRNA A[siRNA B| siRNA C| siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set |siRNAA|siRNA B siRNA C|siRNA D [siRNAA|siRNA B| siRNA C |siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D [siRNA A|siRNA B | siRNA C | siRNA D
PPP1R3A P 1.70 114 1.74 1.07 6.02 4.92 4.78 8.36 PPP1R3A Phosphatase _|1.08 0.99 0.92 123 0.54 0.56 0.40 0.67
PPP1R3B Phc 0.86 142 0.88 1.24 6.44 417|439 3.16 PPP1R3B Phosphatase _[0.98 1.04 1.02 119 0.62 0.52 0.64 0.83
PPP1R3C P 1.20 1.25 0.86 1.56 4.32 5.48 5.28 6.44 PPP1R3C Phosphatase _[1.12 1.05 0.95 1.20 0.71 0.53 0.57 0.68
PPP1R3D P 119 1.00 1.16 1.05 6.65 4.81 7.31 6.41 PPP1R3D Phosphatase _[1.03 1.03 0.97 114 0.53 0.78 0.50 0.65
PPP1R3F Phc 1.22 1.09 0.89 1.04 9.66 5.12 3.87 451 PPP1R3F Phosphatase [0.87 1.03 0.75 1.22 0.36 0.52 0.06 0.87
PPP1R7 P 0.98 1.30 1.21 1.87 3.02 4.66 713 7.48 PPP1R7 Phosphatase _[1.30 1.20 111 1.45 0.96 0.91 0.51 0.99
PPP1R8 P 1.08 0.93 112 1.14 6.72 6.86 5.61 5.89 PPP1R8 Phosphatase _|1.09 0.97 1.05 147 0.74 0.46 0.16 0.85
PPP1RIA Phc 1.03 1.26 0.96 112 5.20 7.59 5.48 6.74 PPP1RIA Phosphatase [1.04 0.95 0.98 147 0.76 0.28 0.56 0.68
PPP1R9B P 119 1.33 1.48 1.46 6.73 5.90 5.30 411 PPP1R9B Phosphatase _[1.03 0.96 1.00 1.20 0.54 0.55 0.62 0.67
PPP2CA P 0.94 1.78 1.64 0.94 7.04 6.80 6.47 6.28 PPP2CA Phosphatase | 1.16 1.10 112 1.31 0.55 0.81 0.08 0.78
PPP2CB P 1.05 141 0.97 1.01 4.00 2.57 455 9.93 PPP2CB Phosphatase _[1.05 0.91 0.91 118 0.61 0.63 0.52 0.61
PPP2R1A Phc 1.88 0.91 0.85 1.29 7.68 595  [2.86 7.57 PPP2R1A Phosphatase [ 1.11 1.04 1.04 1.25 0.39 0.48 0.60 0.83
PPP2R1B P 1.29 1.56 0.68 1.15 4.80 5.61 5.94 9.23 PPP2R1B Phosphatase _[1.07 1.01 1.01 1.09 0.65 0.55 0.54 0.61
PPP2R2A P 0.74 1.37 1.09 1.35 6.99 5.13 5.96 8.68 PPP2R2A Phosphatase _[0.90 1.00 0.97 147 0.41 0.61 0.57 0.55
PPP2R2B Phc 110 1.26 1.97 117 6.30 567 |4.89 5.24 PPP2R2B Phosphatase _[1.18 1.16 115 1.37 0.66 0.52 0.67 0.99
PPP2R2C P 143 1.28 1.66 115 473 5.56 4.78 8.54 PPP2R2C Phosphatase _|1.06 1.02 1.05 1.32 0.59 0.54 0.61 0.76
PPP2R2D P 0.78 0.99 1.05 1.04 5.27 6.38 711 5.22 PPP2R2D Phosphatase _[0.97 0.96 1.03 112 0.54 0.60 0.48 0.70
PPP2R3A Phc 116 1.59 143 0.98 6.62 5.70 417 9.01 PPP2R3A Phosphatase _[1.07 0.98 1.05 123 0.44 0.51 0.64 0.66
PPP2R4 P 0.83 1.21 1.55 1.21 7.21 6.05  [4.35 5.98 PPP2R4 Phosphatase _[1.09 1.01 1.01 1.05 0.44 0.64 0.20 0.60
PPP2F P 0.99 1.36 2.01 1.36 2.98 4.09 3.41 5.30 PPP2R5A Phosphatase | 1.06 0.97 0.97 115 0.75 0.61 0.53 0.74
PPP2R5B P 112 1.28 0.82 0.85 3.1 419|460 7.10 PPP2R5B Phosphatase [0.98 1.00 0.92 121 0.87 0.57 0.55 0.79
PPP2R5C Phc 1.34 0.97 0.86 1.18 7.93 5.74 7.74 5.65 PPP2R5C Phosphatase _[1.03 0.92 1.03 1.23 0.52 0.64 0.52 0.70
PPP2R5E P 0.79 171 0.96 1.16 6.67 5.79 3.97 7.23 PPP2R5E Phosphatase _[1.12 1.01 1.00 1.24 0.59 0.63 0.59 0.78
PPP3CA P 149 1.25 172 1.35 5.66 525  |4.69 4.73 PPP3CA Phosphatase _[1.31 1.09 1.16 1.33 0.76 0.63 0.70 1.06
PPP3CB Phc 0.98 1.57 151 134 6.44 5.78 7.57 5.66 PPP3CB Phosphatase _[1.13 1.07 1.06 110 0.45 0.51 0.61 0.63
PPP3CC P 1.40 117 1.39 1.46 7.31 5.74 4.29 8.06 PPP3CC Phosphatase _[1.08 1.02 1.09 1.08 0.59 0.56 0.67 0.71
PPP3R1 P 115 1.22 113 1.36 5.58 445 |4.48 9.63 PPP3R1 Phosphatase_|0.68 0.89 0.96 113 0.28 0.33 0.58 0.39
PPP4C Phc 0.86 1.32 1.70 1.06 455 6.37 1460 [7.79 PPPAC Phosphatase [ 1.11 0.98 0.95 114 0.65 0.45 0.48 0.68
PPP4R1 P 1.22 0.98 0.95 112 8.08 6.52 5.94 7.46 PPP4R1 Phosphatase [1.24 1.20 1.23 1.40 0.77 0.76 0.63 0.85
PPP5C P 1.02 1.01 119 1.30 6.60 6.15 7.60 6.53 PPP5C Phosphatase _[0.63 0.95 0.89 1.05 0.25 0.35 0.60 0.63
PPP6C P 127 0.94 118 1.31 5.50 5.42 6.19 5.81 PPP6C Phosphatase _[0.96 0.99 1.01 115 0.51 0.63 0.57 0.70
PR48 Phc 0.79 1.10 1.20 1.29 3.46 7.55 314 6.36 PR48 Phosphatase _[1.03 1.00 0.99 119 0.74 0.48 0.58 0.75
PSPH P 0.88 0.81 1.03 113 9.17 4.71 454 6.45 PSPH Phosphatase _[0.71 1.01 0.95 1.20 0.26 0.65 0.52 0.69
PSTPIP1 P 116 1.54 1.09 0.90 6.36 6.23 6.21 8.14 PSTPIP1 Phosphatase _[1.09 1.02 1.00 1.25 0.46 0.53 0.08 0.79
PSTPIP2 Phc 0.81 2.19 1.20 1.65 3.76 6.00 6.23 7.22 PSTPIP2 Phosphatase _[1.30 115 1.26 1.52 0.94 0.40 0.71 0.90
PTEN P 1.22 1.68 1.03 1.09 5.08 595  [4.73 9.64 PTEN Phosphatase _[1.33 1.23 1.23 1.54 0.81 0.57 0.79 0.16
PTP4A1 P 1.69 1.44 1.04 1.06 5.29 6.44 514 4.97 PTP4A1 Phosphatase _[1.12 0.96 1.00 1.18 0.72 0.55 0.49 0.73
PTP4A2 Phc 114 1.58 1.33 1.06 4.36 8.86 7.35 7.31 PTP4A2 Phosphatase _[1.32 119 113 1.36 0.66 0.40 0.57 0.83
PTP4A3 P 1.88 0.96 113 111 4.66 5.60 6.34 7.62 PTP4A3 Phosphatase [ 1.05 0.98 0.88 147 0.62 0.46 0.43 0.65
PTPDC1 P 1.09 1.41 0.76 0.78 6.36 6.83 5.34 7.14 PTPDCT Phosphatase _|1.05 1.05 1.06 1.24 0.63 0.54 0.09 0.75
PTPLA P 1.05 112 1.05 1.03 9.73 3.7 3.92 6.77 PTPLA Phosphatase _[1.09 0.96 0.97 118 0.51 0.62 0.59 0.85
PTPLB Phc 1.00 2.22 0.96 1.21 10.06 _[8.79 8.68 7.59 PTPLB Phosphatase _[0.78 112 1.07 1.32 0.46 0.09 0.05 0.63
PTPN1 P 1.10 1.38 1.08 1.49 4.23 7.64 6.42 7.78 PTPN1 Phosphatase _[1.13 0.77 1.02 1.24 0.65 0.35 0.56 0.89
PTPN1T P 111 1.05 0.84 0.91 7.81 7.63 5.15 7.39 PTPN11 Phosphatase _[1.39 122 1.20 1.38 0.62 0.68 0.74 0.77
PTPN12 Phc 1.58 1.03 1.10 0.99 5.00 4.30 4.88 1070 [PTPN12 Phosphatase _[1.08 1.02 1.02 115 0.53 0.49 0.60 0.52
PTPN13 P 0.84 114 1.34 1.08 457 138 [6.20 7.28 PTPN13 Phosphatase _[1.04 1.02 1.05 1.25 0.63 0.51 0.58 0.72
PTPN14 P 0.91 1.44 0.98 1.35 6.20 5.73 7.43 7.06 PTPN14 Phosphatase _[1.10 1.04 0.99 113 0.73 0.59 0.53 0.66
PTPN18 Phc 151 1.59 0.96 1.35 3.92 7.06 4.33 9.37 PTPN18 Phosphatase [ 1.11 0.98 1.05 0.98 0.69 0.62 0.65 0.69
PTPN2 P 0.88 1.68 1.01 1.62 4.99 4.38 3.64 6.71 PTPN2 Phosphatase _[1.10 1.03 1.02 1.20 0.55 0.59 0.65 0.70
PTPN21 P 1.21 1.59 1.39 1.60 7.64 4.45 7.68 4.32 PTPN21 Phosphatase _[0.94 1.02 1.00 1.20 0.49 0.58 0.46 0.73
PTPN22 P 1.94 134 1.95 1.70 8.93 7.67 4.97 8.58 PTPN22 Phosphatase _[1.10 0.96 0.99 118 0.37 0.49 0.45 0.63
PTPN23 Phc 1.35 1.04 1.64 1.04 8.14 7.43 8.66 8.12 PTPN23 Phosphatase _[1.01 0.95 0.94 1.09 0.31 0.43 0.53 0.63
PTPN3 P 1.29 117 1.28 1.35 5.57 6.75 5.61 5.99 PTPN3 Phosphatase | 1.04 1.02 1.08 1.03 0.64 0.61 0.65 0.71
PTPN4 P 1.35 1.34 1.28 1.28 3.41 3.63 6.72 5.61 PTPN4 Phosphatase _[1.00 0.99 1.00 1.09 0.72 0.57 0.42 0.52
PTPN5 Phc 0.82 1.22 0.97 153 5.78 7.02 6.08 8.08 PTPN5 Phosphatase _[1.10 0.83 1.02 1.25 0.52 0.39 0.49 0.69
PTPNG P 1.03 1.04 0.93 1.44 6.66 6.30 5.40 6.09 PTPN6 Phosphatase _[1.01 0.99 0.93 1.10 0.53 0.47 0.61 0.67
PTPN7 P 1.36 119 112 1.30 7.35 6.52 6.82 9.64 PTPN7 Phosphatase _[1.03 1.03 0.94 1.23 0.50 0.49 0.53 0.64
PTPN9 Phc 122 0.73 0.81 0.96 4.88 4.86 5.21 5.84 PTPN9 Phosphatase _[1.10 1.02 0.95 1.26 0.60 0.62 0.58 0.74
PTPNST P 1.32 2.07 0.74 1.02 4.47 2.40 4.44 7.31 PTPNS1 Phosphatase | 1.05 0.94 111 141 0.50 0.24 0.05 0.71
PTPNSTL2 P 1.00 1.36 0.88 1.90 6.62 595  [6.32 7.96 PTPNS1L2 Phosphatase _|1.08 1.01 0.94 1.23 0.62 0.67 0.21 0.63
PTPRA P 1.09 0.97 137 0.99 8.52 3.87 6.09 6.65 PTPRA Phosphatase _[1.02 1.00 0.90 116 0.49 0.60 0.11 0.60
PTPRB Phc 145 1.65 1.25 0.92 7.01 5.41 5.25 4.46 PTPRB Phosphatase _[1.00 0.98 0.94 1.23 0.53 0.55 0.62 0.76
PTPRC P 1.04 1.00 0.71 1.88 6.20 6.97 6.04 5.27 PTPRC Phosphatase _[1.07 0.97 1.04 1.23 0.70 0.61 0.58 0.76
PTPRD P 1.00 1.26 1.10 1.1 8.77 2.68 5.56 7.03 PTPRD Phosphatase _[1.07 0.93 1.01 0.95 0.52 0.70 0.55 0.50
PTPRE Phc 145 1.21 158 1.25 5.21 5.14 7.77 7.91 PTPRE Phosphatase _[1.23 1.26 1.21 1.52 0.64 0.63 0.61 0.33
PTPRF P 1.04 0.98 1.01 0.96 3.80 5.23 3.88 5.22 PTPRF Phosphatase | 1.06 1.03 0.95 0.99 0.53 0.52 0.28 0.67
PTPRG P 0.88 1.07 1.28 1.01 4.93 4.26 3.90 6.78 PTPRG Phosphatase _|0.97 1.00 0.98 147 0.66 0.65 0.64 0.71
PTPRH Phc 1.04 114 1.64 1.16 7.21 627 691 7.65 PTPRH Phosphatase [0.90 1.03 0.99 1.02 0.49 0.59 0.05 0.72
PTPRJ P 1.28 1.40 1.04 1.20 7.10 5.15 11.78  [4.34 PTPRJ Phosphatase [0.54 0.86 0.98 1.06 0.27 0.20 0.55 0.41
PTPRK P 1.60 1.07 1.00 113 3.98 4.24 4.72 5.63 PTPRK Phosphatase _[0.60 0.98 0.97 147 0.27 0.25 0.60 0.30
PTPRM P 131 1.38 112 168 7.52 5.10 453 7.24 PTPRM Phosphatase _[0.93 1.00 1.00 122 0.40 0.56 0.60 0.59
PTPRN Phc 0.95 1.27 1.21 113 4.89 5.84 10.16 417 PTPRN Phosphatase [ 1.11 0.97 0.96 1.10 0.67 0.63 0.39 1.01
PTPRN2 P 115 117 0.98 0.83 6.41 7.56 6.79 5.84 PTPRN2 Phosphatase _[1.27 119 118 1.44 0.79 0.48 0.56 0.94
PTPRR P 1.56 1.23 0.93 1.44 5.77 3.76 6.36 6.99 PTPRR Phosphatase _[1.09 1.03 0.93 1.16 0.68 0.60 0.18 0.65
PTPRS Phc 1.54 1.06 1.02 1.08 6.09 5.46 5.81 6.05 PTPRS Phosphatase [0.93 1.03 0.87 1.29 0.45 0.55 0.15 0.76
PTPRV P 2.27 115 0.92 1.07 5.27 4.93 6.39 5.05 PTPRV Phosphatase _|1.06 0.96 0.87 112 0.66 0.54 0.12 0.65
PTPRZ1 P 1.50 1.27 0.92 1.08 5.99 8.57 6.08 6.79 PTPRZ1 Phosphatase _|0.57 0.93 1.09 1.18 0.31 0.35 0.06 0.85
RNGTT Phc 113 134 0.88 112 6.15 7.51 7.15 5.91 RNGTT Phosphatase _|1.06 0.93 1.04 1.25 0.64 0.35 0.06 0.67
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Caspase 8 Assay (Fold ch relative to siNegative transf d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinassi) 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 siFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 113 18.81 453 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 028 754 1.07 SiFLIP set) 1.06 017 038 007
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 218 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
SBF1 P 121 1.24 1.22 1.87 5.28 7.41 5.93 4.68 SBF1 Phosphatase [1.17 0.95 1.02 119 0.54 0.53 0.27 0.83
SGPP1 Phc 118 1.59 0.96 143 4.02 4.74 6.04 5.23 SGPP1 Phosphatase _[0.86 1.04 1.16 1.30 0.59 0.76 0.05 0.73
SKIP P 0.93 1.76 147 1.32 6.51 539  [6.08 5.14 SKIP Phosphatase [0.98 1.02 0.98 1.01 0.45 0.63 0.53 0.79
SNAP23 P 115 1.40 1.46 1.35 6.59 6.57 4.21 1052 |SNAP23 Phosphatase [1.04 0.96 1.10 1.28 0.55 0.32 0.07 0.63
SPAPT Phc 114 1.22 1.38 1.09 7.81 4.46 7.30 1.80 SPAPT Phosphatase _[1.07 1.02 0.94 1.28 0.53 0.58 0.52 0.89
TA-PP2C P 1.22 114 1.49 1.16 4.16 589  [4.46 7.49 TA-PP2C Phosphatase _|1.06 1.03 0.97 1.18 0.59 0.65 0.08 0.53
TENCT P 2.28 1.15 0.90 1.80 5.82 4.14 452 9.27 TENC1 Phosphatase_|0.95 0.89 0.94 1.09 0.45 0.52 0.58 0.58
TPTE Phc 143 1.06 0.99 1.25 6.72 3.94 4.92 5.76 TPTE Phosphatase _[1.04 1.02 1.05 1.20 0.30 0.62 0.62 0.69
TPTE2 P 115 1.82 1.04 1.19 3.53 579  |4.85 5.97 TPTE2 Phosphatase [ 1.05 1.04 1.03 1.21 0.57 0.30 0.06 0.73
A1BG Additional gene|[NA 0.89 0.98 0.89 1.39 2.65 3.46 2.19 A1BG Additional gene[1.71 0.94 1.40 1.22 9.59 517 1964 [5.73 A1BG Additional gene [1.10 0.74 0.81 0.87 0.48 0.14 0.09 0.34
A2M Additional gene|[NA 0.94 0.88 1.09 1.68 217 2.43 1.92 A2M Additional gene[1.37 171 0.96 1.47 7.40 9.19 8.92 3.68 (A2M Additional gene [0.91 1.07 0.98 0.93 0.46 0.56 0.64 0.63
AADAC Additional gene[0.95 0.92 1.06 0.95 1.92 2.23 2.68 1.87 AADAC Additional gene[1.90 112 118 1.05 1164 [6.63 7.73 5.41 [AADAC Additional gene [1.01 0.99 0.95 0.84 0.49 0.66 0.59 0.65
ABAT Additional gene[0.89 0.87 1.09 0.91 1.72 2.40 3.27 3.16 ABAT Additional gene[2.10 1.28 153 1.20 7.52 1340 [18.72__ [6.91 (ABAT Additional gene [0.91 0.83 1.02 0.94 0.64 0.37 0.42 0.39
ABCAT Additional gene[0.94 1.03 1.04 0.99 2.28 3.90 3.56 2.54 [ABCAT Additional gene[2.22 1.03 1.27 113 1311 [1219__[19.55  [10.56 _ |ABCA1 Additional gene [0.90 0.93 1.10 0.98 0.27 0.29 0.33 0.46
ABCA2 Additional gene[0.75 0.99 1.00 1.01 1.68 2.35 2.72 2.99 ABCA2 Additional gene[1.96 1.04 1.21 1.18 9.48 1320 [25.18  [12.28 _ |ABCA2 Additional gene [0.98 0.92 0.93 0.70 0.59 0.47 0.36 0.45
ABCA3 Additional gene|[NA 1.23 112 113 2.16 2.29 2.42 2.85 ABCA3 Additional gene[2.77 1.54 255 1.04 1471 [7.65  [2467 _ [7.94 [ABCA3 Additional gene [1.01 0.93 0.85 0.99 0.48 0.47 0.44 0.52
ABCA4 Additional gene[0.99 0.99 0.98 0.96 2.01 2.56 2.80 212 ABCA4 Additional gene[1.24 115 1.33 17 16.02_ [12.48__ [6.50 7.67 [ABCA4 Additional gene [0.94 0.88 0.89 0.95 0.38 0.30 0.52 0.49
ABCB7 Additional gene|[NA 0.96 0.92 0.91 1.63 2.19 217 2.84 ABCB7 Additional gene[1.24 1.28 1.74 2.44 10.33__ [8.18 8.27 2179 |ABCB7 Additional gene [0.94 0.99 113 0.90 0.35 0.39 0.61 0.14
ABCC6 Additional gene[0.92 1.05 1.10 1.04 1.91 2.73 3.86 4.65 [ABCC6 Additional gene[1.42 1.09 1.24 2035  [5.79 .86 2259 [18.25 _ |ABCC6 Additional gene [0.91 0.91 0.81 0.82 0.68 0.41 0.32 0.14
ABCD1 Additional gene[0.73 0.96 1.06 1.16 1.92 313 2.85 2.48 ABCD1 Additional gene[1.84 113 1.03 112 1274|1266 [6.74 7.69 [ABCD1 Additional gene [0.95 0.78 0.96 1.09 0.38 0.31 0.61 0.59
ABCD2 Additional gene[0.76 1.00 1.03 1.02 2.57 2.30 2.31 3.16 [ABCD2 Additional gene[2.10 121 1.23 1.43 1556 [11.75__ [5.77 10.19 _ |ABCD2 Additional gene [1.06 0.87 0.97 0.87 0.24 0.36 0.65 0.49
ABCF1 Additional gene|[NA 1.07 0.93 0.94 1.82 1.85 2.44 2.66 ABCF1 Additional gene[1.57 0.84 1.33 3.63 1010 [7.53 6.89 10.97 _ |ABCF1 Additional gene [0.89 0.95 0.92 0.76 0.49 0.65 0.66 0.36
ACACA Additional gene[0.93 0.98 1.05 0.93 1.96 2.04 2.70 2.66 ACACA Additional gene[1.28 0.96 2.06 1.07 1553 [2.82 7.57 8.05 [ACACA Additional gene [0.88 0.87 0.87 0.88 0.39 0.74 0.53 0.56
ACACB Additional gene[0.84 0.95 0.94 0.88 2.37 171 2.49 2.63 ACACB Additional gene[2.08 1.27 1.32 113 1527 [3.35 11.38__ [10.65 _|ACACB Additional gene [0.96 0.75 0.81 0.86 0.19 0.55 0.36 0.40
ACADL Additional gene[0.74 0.98 1.04 1.05 2.44 3.23 2.33 3.10 [ACADL Additional gene[1.18 147 1.35 1.00 8.52 9.32 8.82 1643 |ACADL Additional gene [0.89 0.90 0.93 0.90 0.40 0.38 0.49 0.30
ACADM Additional gene[0.78 1.06 0.98 1.00 173 2.39 2.78 3.06 ACADM Additional gene[3.53 1.24 1.43 1.41 1365 [7.33 7.16 7.81 [ACADM Additional gene [0.92 0.99 0.98 0.93 0.43 0.73 0.60 0.47
ACADS Additional gene|[NA 1.16 0.98 1.04 1.90 2.11 2.77 319 ACADS Additional gene[1.19 0.94 1.05 1.10 9.93 1046 [9.07 8.01 [ACADS Additional gene [0.95 0.83 0.97 0.94 0.58 0.34 0.46 0.53
ACADVL Additional gene|[NA 0.92 0.91 0.91 1.93 2.15 1.84 2.40 ACADVL Additional gene[1.60 2.88 1.20 1.72 30.90 [1542  [5.71 1093 |ACADVL Additional gene [1.04 0.85 0.98 1.01 0.14 0.18 0.60 0.26
ACAT1 Additional gene|[NA 0.93 0.91 0.88 1.34 2.00 3.10 2.41 ACAT1 Additional gene[0.99 1.29 1.31 1.35 7.59 5.15 7.59 6.99 [ACAT1 Additional gene [1.00 113 0.91 0.89 0.68 0.70 0.69 0.44
ACAT2 Additional gene[1.07 113 1.00 0.89 1.47 2.84 337 2.49 [ACAT2 Additional gene[1.43 0.89 112 115 478 1218 [9.42 8.63 [ACAT2 Additional gene [0.99 0.83 0.92 0.91 0.60 0.30 0.54 0.45
ACCN1 Additional gene[0.96 0.91 1.06 1.01 1.91 2.44 3.02 2.37 ACCN1 Additional gene[2.05 1.04 1.22 112 6.96 8.35 1496 [7.46 [ACCN1 Additional gene [0.94 0.99 0.96 0.68 0.80 0.46 0.33 0.44
ACCN2 Additional gene[0.92 0.99 0.89 1.00 2.35 2.44 2.28 2.51 [ACCN2 Additional gene[1.69 147 1.16 111 1358 [7.52 7.77 7.81 ACCN2 Additional gene [1.07 0.82 0.97 0.94 0.44 0.39 0.52 0.32
ACHE Additional gene[0.88 1.16 1.07 0.98 2.02 2.31 3.04 3.45 ACHE Additional gene[1.49 0.89 1.90 121 1180 [11.85_ [12.19 _ [1561 _ |ACHE Additional gene [0.89 0.87 1.04 0.76 0.36 0.42 0.45 0.09
ACLY Additional gene[0.79 0.91 1.07 0.98 1.40 2.21 2.78 2.57 ACLY Additional gene[3.91 1.36 1.41 118 1144 [1024 _[12.08 _ [1453 _ |ACLY Additional gene [1.01 1.00 1.03 0.94 0.45 0.37 0.61 0.39
ACO1 Additional gene|[NA 1.48 111 1.03 2.47 2.08 3.35 3.69 ACO1 Additional gene[1.44 1.29 1.23 1.46 1301 [5.26 1243|1018 |ACO1 Additional gene [0.87 0.90 0.96 0.89 0.46 0.54 0.41 0.25
ACOX1 Additional gene|[NA 0.87 0.88 0.98 1.56 2.77 2.64 2.45 ACOX1 Additional gene[1.66 1.00 1.29 0.92 9.97 1076 [9.87 9.12 [ACOX1 Additional gene [1.05 0.99 0.87 0.98 0.54 0.59 0.55 0.50
ACR Additional gene|[NA 0.99 0.90 0.99 1.38 2.07 3.24 2.44 ACR Additional gene[2.41 1.32 3.09 1.34 1566 [8.47 2475 [7.96 ACR Additional gene [0.76 0.96 1.03 1.08 0.31 0.43 0.21 0.41
ACRV1 Additional gene[1.02 112 1.05 1.06 1.82 319 2.82 3.45 ACRV1 Additional gene[1.57 0.94 1.68 1.43 1512 [8.75 1066 [9.98 [ACRV1 Additional gene [0.98 0.87 0.90 0.82 0.52 0.36 0.55 0.37
ACTL6A Additional gene[0.83 114 1.03 111 1.94 2.69 2.36 1.90 [ACTL6A Additional gene[1.71 1.07 153 1.23 9.98 7.20 8.54 5.68 [ACTL6A Additional gene [0.92 0.97 1.01 0.85 0.58 0.59 0.61 0.63
ACTNT Additional gene[0.98 1.01 1.04 1.06 2.08 1.96 2.59 4.20 ACTNT Additional gene[2.02 1.43 1.06 1.61 11,70 [9.42 453 1543 |ACTN1 Additional gene [0.82 0.69 0.99 0.72 0.52 0.28 0.79 0.07
ACTN4 Additional gene[0.84 1.04 0.95 0.97 2.74 2.79 3.15 2.68 ACTN4 Additional gene[3.20 112 1.16 1.62 2483 [12.02__[13.41 1245 |ACTN4 Additional gene [0.78 1.01 0.86 0.86 0.21 0.43 0.29 0.21
[ADA Additional gene[0.94 1.20 0.98 0.96 2.04 2.43 3.15 2.30 [ADA Additional gene[3.59 1.29 1.39 1.76 1621 1354 [9.15 5.23 [ADA Additional gene [0.93 0.93 0.91 0.91 0.42 0.37 0.51 0.45
ADAM10 Additional gene|[NA 1.04 0.99 1.02 1.58 157 2.32 2.45 [ADAM10 Additional gene[1.41 1.07 1.65 0.99 12.80 _ [4.09 1293 [7.84 [ADAM10 Additional gene [0.93 1.00 0.98 0.96 0.36 0.87 0.30 0.40
/ADAMS8 Additional gene|[NA 1.44 1.38 0.99 2.10 2.52 3.43 2.45 /ADAMS8 Additional gene[1.88 0.88 1.20 0.91 16.85__ [4.51 1061 [3.24 [ADAMS Additional gene [0.99 1.01 0.96 0.76 0.35 0.75 0.46 0.60
ADAR Additional gene|[NA 0.95 0.91 0.98 2.45 313 3.38 3.10 ADAR Additional gene[1.41 111 1.68 1.00 1542|1057 [9.84 1487 |ADAR Additional gene [1.01 1.01 1.03 0.79 0.36 0.41 0.45 0.32
ADARB1 Additional gene[0.87 0.93 1.00 1.08 1.87 2.82 3.01 2.91 ADARB1 Additional gene[1.41 1.06 1.28 1.09 11.90 _ [8.46 9.99 20.94 _|ADARB1 Additional gene [1.02 0.98 0.84 0.95 0.52 0.54 0.54 0.32
ADCY1 Additional gene[0.82 115 111 0.96 1.88 2.68 3.53 2.92 ADCY1 Additional gene[1.65 1.22 1.03 115 11.85 _ [8.14 1274 [8.81 ADCY1 Additional gene [1.05 0.96 0.89 0.96 0.48 0.57 0.18 0.47
ADCY2 Additional gene[0.77 0.94 1.05 1.01 2.22 2.50 3.00 2.78 [ADCY2 Additional gene[1.40 1.06 1.03 1.06 11.76 _ [5.72 9.08 1340 |ADCY2 Additional gene [0.84 0.88 0.89 0.95 0.23 0.61 0.63 0.28
ADCY3 Additional gene[0.80 1.09 1.00 110 1.99 2.36 2.81 2.49 [ADCY3 Additional gene[1.68 1.36 1.08 1.05 11.39 [9.94 2078 [11.95 _ |[ADCY3 Additional gene [0.87 1.02 0.92 0.87 0.21 0.41 0.25 0.34
ADCY5 Additional gene[0.80 0.95 111 1.01 1.84 3.33 2.64 2.46 [ADCY5 Additional gene[2.52 1.66 1.25 1.36 1247|3275 [20.98 _ [11.71___|ADCY5 Additional gene [0.88 0.99 0.97 0.79 0.39 0.18 0.37 0.28
ADCY6 Additional gene|[NA 143 1.24 1.06 2.06 3.87 3.73 2.43 [ADCY6 Additional gene[1.71 1.01 1.03 0.98 8.92 1120 [10.08 _ [5.80 [ADCY6 Additional gene [0.93 0.89 0.97 0.93 0.50 0.14 0.46 0.63
ADCY7 Additional gene|[NA 0.81 1.03 0.97 1.27 2.18 217 2.56 [ADCY7 Additional gene[1.30 152 1.08 1.30 8.49 6.01 1044 [7.63 [ADCY7 Additional gene [1.04 0.89 1.09 1.01 0.58 0.45 0.51 0.48
ADCY8 Additional gene|[NA 0.96 1.02 1.09 1.50 2.91 2.65 2.54 [ADCY8 Additional gene[1.42 0.84 147 1.70 5.89 808 [6.00 7.90 [ADCY8 Additional gene [1.03 1.08 1.03 1.07 0.72 0.47 0.72 0.52
ADCY9 Additional gene[0.99 1.07 1.08 1.02 2.37 2.10 337 2.89 [ADCY9 Additional gene[1.62 1.02 1.22 1.04 1919 [6.36 1298 [10.94 _|ADCY9 Additional gene [0.94 0.86 0.87 0.90 0.23 0.42 0.41 0.38
ADD1 Additional gene[0.76 0.88 115 1.03 1.93 3.01 3.20 2.61 ADD1 Additional gene[1.97 1.02 3.10 1.16 1509 [15.05  [20.33 _ [7.57 ADD1 Additional gene [0.86 0.82 0.94 0.86 0.48 0.25 0.32 0.58
ADFP Additional gene[0.87 1.00 114 1.02 2.30 2.42 2.76 2.95 [ADFP Additional gene[2.03 1.80 1.46 1.04 1565 [9.91 5.60 10.70 __|ADFP Additional gene [0.89 0.84 0.95 0.89 0.17 0.44 0.55 0.26
ADHTA Additional gene[0.76 1.00 1.09 1.08 1.75 2.75 2.75 2.89 [ADHTA Additional gene[1.65 1.05 1.06 1.31 1276 [10.71__[6.52 1223 |ADHIA Additional gene [0.98 0.83 1.05 0.90 0.35 0.31 0.66 0.19
ADHTB Additional gene[0.82 1.06 0.97 1.00 1.67 3.25 3.09 3.40 [ADH1B Additional gene[2.19 147 1.08 1.07 7.08 1120|2013 [13.83 _ |ADH1B Additional gene [0.94 1.00 0.97 0.95 0.63 0.56 0.45 0.36
ADHTC Additional gene|[NA 1.46 17 1.16 1.92 3.35 2.90 3.07 [ADH1C Additional gene[1.51 1.33 1.40 112 1561 [7.45 1163 [10.01 __|ADHIC Additional gene [0.95 0.94 0.93 0.97 0.43 0.56 0.44 0.53
ADH4 Additional gene|[NA 0.89 0.96 1.00 1.37 2.36 2.01 2.50 [ADH4 Additional gene[1.72 1.30 1.62 0.99 8.12 1071 [6.32 8.04 [ADH4 Additional gene [1.08 113 1.10 1.05 0.60 0.20 0.50 0.37
ADH5 Additional gene|[NA 0.95 0.96 1.01 1.68 2.57 2.40 2.67 [ADH5 Additional gene[1.43 1.38 1.20 1.20 11.87__[9.67 6.92 8.67 [ADH5 Additional gene [1.01 1.09 114 1.06 0.54 0.61 0.80 0.47
ADHG Additional gene[0.72 1.05 1.06 1.00 173 3.81 2.80 319 [ADHG Additional gene[1.38 0.97 1.06 1.30 9.81 9.96 9.72 16.69 _ |ADH6 Additional gene [1.03 0.93 0.80 0.90 0.58 0.31 0.54 0.35
[ADH7 Additional gene[0.78 0.98 1.08 1.04 1.88 2.75 2.90 2.94 [ADH7 Additional gene[1.58 1.01 119 2.81 1728 [11.98  [11.80 _ [7.47 [ADH7 Additional gene [0.95 1.06 0.82 0.91 0.42 0.49 0.44 0.57
ADM Additional gene[0.73 1.05 1.09 111 2.00 3.16 2.59 2.51 ADM Additional gene[1.84 1.96 1.39 1.27 7.00 1275 [1262__ [8.35 /ADM Additional gene [1.01 0.93 1.09 0.95 0.57 0.28 0.48 0.49
ADSL Additional gene|[NA 147 1.43 1.07 1.99 2.63 2.81 3.27 ADSL Additional gene[1.66 1.72 0.94 1.83 1146 [7.29 476 9.23 [ADSL Additional gene [0.93 0.89 0.95 0.83 0.37 0.52 0.74 0.38
AEBP1 Additional gene|[NA 0.83 0.95 1.02 173 2.68 2.82 2.54 AEBP1 Additional gene[1.32 0.97 1.61 0.96 9.01 8.07 1040 [6.37 AEBP1 Additional gene [0.99 0.92 1.03 0.98 0.44 0.35 0.53 0.50
AES Additional gene[0.80 1.08 114 1.08 1.82 3.04 2.70 3.83 AES Additional gene[1.36 152 1.02 4.45 1336 [14.05_ [3.85 1371 |AES Additional gene [0.97 0.77 0.83 0.84 0.35 0.38 0.67 0.33
AFM Additional gene[0.81 1.44 1.05 1.03 1.79 3.07 2.82 2.67 AFM Additional gene[1.44 1.07 1.08 2.41 1200 [10.26 _ [8.22 7.65 AFM Additional gene [1.06 0.94 0.88 1.00 0.50 0.49 0.66 0.56
AFP Additional gene[0.69 1.02 0.98 111 2.16 3.43 2.50 2.81 AFP Additional gene[2.08 1.40 1.56 1.82 1059 [16.98  [12.73 _ [17.44__|AFP Additional gene [1.03 0.78 0.96 0.84 0.47 0.27 0.44 0.20
AGA Additional gene[0.91 0.98 1.06 1.01 2.00 3.48 2.70 2.10 AGA Additional gene[1.53 1.01 147 121 3.71 11.08 [12.90 _ [2.89 AGA Additional gene [0.96 0.88 0.98 0.90 0.77 0.20 0.50 0.66
AGER Additional gene[0.79 1.06 1.03 1.02 2.20 3.51 2.25 2.93 AGER Additional gene[2.10 1.43 1.28 0.89 1075 [13.62__[6.76 7.44 AGER Additional gene [1.04 0.90 0.96 0.87 0.51 0.31 0.73 0.39
AGL Additional gene|[NA 1.05 1.02 1.03 179 [4.07 3.14 3.04 AGL Additional gene[2.41 1.39 1.06 1.98 9.87 8.90 6.94 4.97 AGL Additional gene [0.92 0.90 0.94 0.99 0.52 0.32 0.65 0.74
AGRP Additional gene|[NA 0.89 0.97 0.90 1.38 2.64 2.31 3.45 AGRP Additional gene[2.04 0.90 1.76 1.18 8.10 8.73 7.68 1459 |AGRP Additional gene [0.92 1.06 1.01 0.81 0.43 0.55 0.56 0.18
AGT Additional gene[0.88 0.98 1.04 1.03 2.16 3.09 3.22 319 AGT Additional gene[1.34 147 1.22 3.92 7.31 1128 [7.84 7.19 AGT Additional gene [1.12 1.00 0.92 0.91 0.58 0.46 0.59 0.53




Garimella et al Table S1 14
C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinasel® 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 SiFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 1.13 18.81 4.53 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 0.28 7.54 1.07 SiFLIP set) 1.06 0.17 0.38 0.07
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 2.18 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
AGXT [Additional gene [0.79 1.08 1.02 0.97 173 [312__ [3.05 3.88 AGXT Additional gene|[1.09 1.30 134 2.45 9.46 17.07__[7.58 2171 |AGXT Additional gene [0.98 108 [0.70 0.94 065 [0.27 |05 0.41
AHCY [Additional gene [0.81 104 [0.94 1.07 174 [3.02__ [2.73 2.85 [AHCY Additional gene[1.20 __[0.89 1.44 0.99 1212 [1097 858 1370 |AHCY Additional gene [0.85___[0.98 __[0.97 0.84 039 [047 _ [0.70 0.31
AHR [Additional gene [0.75 1.09 1.06 1.00 147 (277 [2.39 2.93 AHR Additional gene|2.09 113 1.25 113 1003 [8.95 _ [8.31 9.58 AHR Additional gene [1.00 __[0.96 __ [0.93 1.01 0.61 0.51 0.67 0.69
AHSG [Additional gene [NA 120 [3.13 1.06 195 [2.61 3.90 2.64 AHSG Additional gene[1.52___ |2.66 122 2.75 960  [4.68 1960 [12.95 |AHSG Addiional gene [0.96__[0.94 __[0.90 0.90 046 [050 _ [0.31 0.42
AIF1 [Additional gene [NA 093 [0.97 1.01 1.63 196 [2.05 2.40 AIF1 Additional gene[1.53___ [0.85___[0.96 154 1359 [5.15 732 1342 |AIF1 Additional gene [0.86 1.00 1.18 1.08 020 076 [0.76 0.35
AIRE [Additional gene [0.92 113 1.03 1.03 206 [3.71 2.50 3.59 AIRE Additional gene|[1.46 1.02 127 124 1151 [1045 _ [11.12___[11.66 _ |AIRE Addiional gene [0.92___[0.90 __[0.69 0.92 046 [043 _ [0.32 0.39
AKRTB1 [Additional gene [0.85 1.05 1.09 1.05 208|223 [2.34 3.01 AKRTB1 Additional gene[1.23___[0.91 1.48 121 1178 [4.06 _ |4.85 4.98 AKR1B1 Addiional gene [0.92___[0.83___[0.90 0.92 046 [0.67 _ |0.68 0.64
ALAD [Additional gene [NA 096 [0.89 111 173|264 [2.50 2.91 ALAD Additional gene|[2.16 113 159 131 1049 [9.36 8.74 6.54 ALAD Additional gene [1.05___[0.98 1.10 1.06 053 [059 _ [0.63 0.65
ALAS2 [Additional gene [0.73 1.01 1.05 114 205 [230 _ [2.92 2.97 ALAS2 [Additional gene|[1.50 115 1.19 2.39 8.35 1056 [11.57 _ [8.21 ALAS2 Additional gene [0.95 106 [0.91 1.04 052 [050 _ |0.45 0.54
ALCAM [Additional gene [0.78 103 [0.98 1.03 162 (274|252 322 ALCAM Additional gene[1.07 __ [0.85 1.07 233 1207 _[1052__ [13.11 _ [11.89 _|ALCAM Additional gene [1.12 105 [0.87 0.96 044 [049 _ |0.48 0.49
ALDHTAT [Additional gene [0.82 111 0.98 1.02 165 [2.30 _ [2.94 2.47 ALDHTAT Additional gene|[1.25 1.89 1.08 0.98 9.21 545 [9.08 5.40 ALDHTAT Additional gene [0.92 105 [0.98 111 063 ___[0.71 0.59 0.67
ALDHTA3 Additional gene|[1.07 ___|0.96 1.02 1.03 169 [2.31 2.82 2.32 ALDHTA3 Additional gene[1.10___[0.88 0.78 135 8.91 7.36 1789 [6.47 ALDHTA3 Additional gene [1.06 102 [0.89 1.02 059 [0.56 _ |0.50 0.49
ALDHTB1 [Additional gene [NA 094 [0.92 111 148 (236 [2.36 2.23 ALDHTB1 [Additional gene|[1.02 147 133 1.69 880 [8.77 _ [8.75 7.40 ALDH1B1 Additional gene [1.04 1.04 112 1.03 057 [045 _ |0.46 0.36
ALDH2 [Additional gene [0.65 128 [0.95 0.92 152 (277|261 2.46 ALDH2 Additional gene[1.89 __|2.66 1.03 114 1019 [19.45  [10.89  [5.54 ALDH2 Addiional gene [1.03___[0.86___[0.92 0.97 056 [0.39 _ [0.64 0.66
ALDH3AT [Additional gene [NA 1.16 1.30 1.03 264|258 [3.36 2.47 ALDH3A1 [Additional gene|[1.67 115 1.16 3.73 1244 [8.79 1484 [11.95  |ALDH3A1 Addiional gene [0.95___[0.84 __[0.76 1.01 032 [038 |02 0.41
ALDH3A2 [Additional gene [0.79 1.01 1.09 114 183|275 [2.63 2.58 ALDH3A2 Additional gene[1.57 __ [0.94 1.09 1.65 829 [5.97 _ |6.80 6.44 ALDH3A2 Additional gene [0.93 1.03 1.05 0.91 0.51 054 [0.68 0.54
ALDH3B1 [Additional gene [1.00 112 125 1.08 187 [3.05__ [3.68 2.90 ALDH3B1 [Additional gene|[1.49 1.07 138 139 1123 [1250 |17.23 _ [12.34__|ALDH3B1 Addiional gene [0.77 ___[0.90 __[0.87 0.90 044 [034__ [0.37 0.35
ALDH3B2 [Additional gene [0.99 107 [0.99 1.05 1.61 379 [3.13 313 ALDH3B2 Additional gene|[2.12 131 142 124 775 [26.83  [11.61 _ |11.04 _ |ALDH3B2 Additional gene [0.97 __[0.80 1.03 1.00 060 [0.24 _ |0.48 0.57
ALDH7A1 Additional gene[0.97 093 [0.93 111 187 [3.37 _ |2.68 2.34 ALDH7A1 Additional gene|2.54 112 1.08 1.16 1130 [11.59 _ [6.87 71 ALDH7AT Additional gene [1.03___[0.90 __[0.78 0.74 033 [038 _ [052 0.55
ALDHOAT [Additional gene [0.97 1.00 1.08 1.09 200 [270 _ [3.33 2.74 ALDHOAT Additional gene|[1.73 1.02 1.87 2.16 1270 [6.77 1048 [10.71 _ |ALDHOAT Additional gene [0.85___[0.95 1.07 0.95 052 [058 _ |0.50 0.54
ALDOA [Additional gene [NA 098 [0.98 0.95 134 [2.21 2.40 2.22 ALDOA Additional gene[1.22___ [0.79 1.00 1.08 7.81 8.58 8.48 6.47 ALDOA Additional gene [0.58 __[0.69 1.07 1.08 034 [026 _ |0.64 0.58
ALDOB Additional gene[1.04 (0.7 1.07 0.91 220  [249 _ [2.82 3.16 ALDOB [Additional gene|[1.10 1.05 124 1.26 19.04__[8.60 1310 [4.21 ALDOB Additional gene [0.98 100 [0.89 0.95 020 [050 _ |0.55 0.57
ALOX12 [Additional gene [0.97 122 1.20 1.06 197 [3.93_ [3.37 4.07 ALOX12 Additional genel[1.41 124 172 1.20 1013|2228 |12.75 _ [14.82__ |ALOX12 Additional gene [0.91 089 [0.91 0.89 054 [016__ |0.57 0.31
ALOX12B [Additional gene [0.83 1.20 114 0.98 205|256 [2.95 2.96 ALOX12B Additional gene|[2.61 0.87 1.26 11 1021 [8.54 1121 [9.62 ALOX12B Additional gene [1.02 104 [0.98 0.7 0.51 074|054 0.47
ALOX12P2___|Additional gene [NA 118 [0.97 118 2.08 172 [3.07 421 ALOX12P2 Additional gene[1.32___ [0.83 1.40 153 797|483 712 1233 |ALOX12P2 Additional gene [0.95___[0.91 0.93 0.78 056|063 [0.61 0.25
ALOXT5 [Additional gene [NA 0.98 1.03 0.94 160 [2.07 _ [3.08 2.07 ALOXT5 Additional gene|[1.34 142 2.15 132 127 [9.25 1656 [7.33 ALOX15 Additional gene [1.03 1.06 1.00 0.97 049 [038 _ [0.41 0.52
ALOX15B Additional gene[0.90 _ [0.96 __ [0.94 0.99 173|225 [3.00 2.41 ALOX15B Additional gene[1.36___|0.86 141 1.02 1297 [1067 _[9.55 6.94 ALOX15B Additional gene [0.74 ___[0.80 1.04 0.97 043 [023 _ |0.54 0.57
ALOX5 Additional gene|[1.05___ [0.99 1.03 0.97 207|244 [3.02 3.37 ALOX5 Additional gene|[1.68 1.00 1.40 0.94 998 [2.75 _ |9.66 1089 |ALOX5 Additional gene [0.88___[0.82 1.03 0.76 047 __[0.70 _ |0.54 0.36
ALOX5AP [Additional gene [0.77 1.07 112 1.07 233 [3.04__ [2.87 2.40 [ALOX5AP [Additional gene|[1.59 1.08 11 147 1240 [7.35 1079 [2.93 ALOX5AP Additional gene [0.94 ___[0.78 1.03 0.88 039 [044 _ [052 0.7
AMDT Additional gene[0.96_ [0.99 __ [0.96 0.97 213|258 [3.20 2.82 AMDT Additional gene[1.62___ [0.95 __ [0.99 1.07 12.03__[9.31 7.80 6.20 AMD1 Addiional gene [0.94 _ [0.94 __[0.95 0.81 038 [044 _ |054 0.49
AMELX [Additional gene [1.03 112 1.03 1.10 2.51 309 [4.16 315 AMELX Additional gene[1.71 115 137 129 1470 1248 |11.02__ [8.03 AMELX Additional gene [0.91 0.91 0.93 0.83 020 [037 _ |0.44 0.50
AMFR [Additional gene [0.77 122 1.10 121 223 [384 _ |2.60 3.93 AMFR Additional gene|[1.94 1.09 132 1.46 9.44 1654|2467 [19.91 |AMFR Addiional gene [0.88____[0.79 __[0.84 0.86 043 [027 _ [0.23 0.20
AMH [Additional gene [0.96 1.10 11 113 200 [355 _ [2.75 3.27 AMH Additional gene|[1.70 1.86 1.01 1.18 9.92 1328 1076 [9.71 AMH Additional gene [0.87 ___[0.77___[0.99 0.85 049 [0.08__ [0.50 0.47
AMHR2 [Additional gene [0.97 1.06 1.00 115 164 (272 [3.29 313 AMHR2 Additional gene|[3.21 0.94 1.04 131 940 [8.61 482 1065 |AMHR2 Additional gene [0.92___[0.95 1.01 0.96 058 [0.66 _ |0.63 0.46
AMPD1 [Additional gene [NA 1.69 114 1.10 183 [2.39 1.98 2.88 AMPD1 [Additional gene|[1.46 137 138 1.16 6.61 444|435 1068 |AMPD1 Addiional gene [0.95___ [0.58 __[0.95 1.05 045 [019 _ [0.96 0.31
AMPD2 [Additional gene [NA 0.97 1.01 0.96 185 (257 274 2.21 AMPD2 [Additional gene|[1.67 1.01 1.30 1.04 2237 [7.99 1011 [3.85 AMPD2 Additional gene [0.83 1.00 114 111 0.21 0.51 0.53 0.71
AMPD3 Additional gene[0.96 __ [0.94 1.03 1.03 2.21 263 [4.24 313 AMPD3 [Additional gene|[1.52 1.36 142 0.93 1270 [9.11 2194 [8.77 AMPD3 Additional gene [1.01 097 [0.90 1.00 043 [053 _ [0.34 0.56
ANG [Additional gene [0.91 1.08 1.04 112 206 [337 __ [3.09 2.94 ANG [Additional gene|[1.57 114 133 1.16 8.83 1262 [9.65 6.78 ANG Addiional gene [0.86___[0.87 __[0.81 0.97 057 [034 _ |0.42 0.56
ANGPT1 [Additional gene [0.91 102 [0.96 1.04 183 [3.50 _ [3.21 3.69 ANGPT1 Additional gene|[1.49 157 114 0.94 597 _ [21.18__[12.85 _ [10.78__ |ANGPT1 Additional gene [0.91 0.75 1.02 0.88 063 [0.16_ [0.48 0.49
ANGPT2 [Additional gene [0.87 112 1.07 1.04 210 [3.08__ [2.16 3.08 ANGPT2 [Additional gene|[1.57 124 1.46 123 1189 [11.45 _ [4.79 8.04 ANGPT2 Addiional gene [0.90 __[0.80 __[0.92 0.91 039 [049 _ |0.62 0.60
ANK2 [Additional gene [0.84 1.07 1.02 112 187 (268 [3.27 2.65 ANK2 [Additional gene|[1.57 1.00 127 1.04 693|451 417 7.44 ANK2 Addiional gene [1.10___[0.85___[0.97 0.89 060  [057 _ [0.77 0.57
ANK3 [Additional gene [0.86 1.04 1.10 112 162|253 [2.66 2.72 ANK3 Additional gene|[3.07 1.00 124 1.68 972 [935 _ |0.98 9.73 ANK3 Additional gene [0.93 102 [0.97 0.96 052 [0.62 _ |0.65 0.58
ANPEP [Additional gene [NA 155 1.30 121 284 [3.05 _ [3.06 2.69 ANPEP Additional gene[1.05___[0.99 1.61 1.05 1916 [9.00 9.21 4.95 ANPEP Additional gene [0.95___[0.96 1.04 0.69 025 [044 _ [0.37 0.21
ANXAT Additional gene[0.97 __ [0.78 1.08 125 207|258 [3.31 3.02 ANXAT Additional gene|[1.69 172 1.07 1.04 1251 [8.89 _ [9.66 6.61 ANXAT Additional gene [1.04 __[0.89 1.05 0.87 064 [042 _ [0.71 0.56
ANXAZ [Additional gene [0.90 112 [0.99 1.02 207|208 [2.70 2.68 ANXAZ Additional gene|[1.72 1.16 1.04 1.05 1030 [6.79 1011 [5.26 ANXAZ Addiional gene [0.93 __ [0.94 __[0.87 0.71 049 [053 _ [0.37 0.47
AOX1 Additional gene[0.96 __ [0.94 1.09 147 172 (239 [3.23 3.10 AOX1 Additional gene[1.91 1.09 127 1.10 969 [9.54 9.52 1075 |AOX1 Additional gene [0.94 1.04 1.09 0.96 035 [0.37 __ |0.60 0.38
AP2B1 [Additional gene [NA 084 [0.95 1.07 117 225 [2.24 2.52 AP2B1 Additional gene[1.65___ [0.95 1.06 142 474|715 [749 5.69 AP2B1 Additional gene [1.01 106 [0.95 1.00 0.71 049 [0.49 0.60
APAF1 [Additional gene [0.86 1.03 1.05 0.99 152 (225 [3.05 2.81 APAF1 Additional gene[3.20 __[0.82 152 112 1005 [7.99 1017 [13.30 _ |APAF1 Additional gene [1.09 __[0.98 1.01 0.93 0.61 066 [0.68 0.38
APC [Additional gene [NA 092 [0.98 1.01 170 (233 [2.39 2.18 APC Additional gene[1.32___ [0.84 0.98 1.20 463 625 [7.06 6.90 APC Additional gene [0.89 1.05 115 0.86 068 [0.50 _ |0.67 0.42
APCS [Additional gene [1.02 100 [0.95 1.10 192 (267 [2.69 2.91 APCS [Additional gene|[1.37 149 131 1.18 1045 [9.22 9.09 9.64 APCS Additional gene [1.06 111 1.00 1.08 056 [0.66 _ [0.64 0.53
APEH [Additional gene [0.83 1.08 1.09 1.06 252 [329 _ [3.38 4.07 APEH Additional gene|[1.42 141 156 145 1498 [11.26  |12.94  [25.19 |APEH Additional gene [0.79 __[0.90 1.01 0.82 025 [040 _ |0.63 0.13
APEXT [Additional gene [0.94 1.02 1.07 1.06 223|357 [3.81 3.38 APEXT [Additional gene|[1.49 1.03 1.29 113 1375 [11.82 |12.42  [9.22 APEXT Addiional gene [0.82___[0.77 __[0.86 0.86 036 [023 |04 0.29
APLP1 [Additional gene [0.86 1.04 1.00 1.08 1.91 278 [3.24 3.23 APLP1 Additional gene|[1.58 1.02 131 1.07 9.14 1076 [14.89 _ [9.34 APLP1 Additional gene [0.94 1.04 1.09 0.99 050  [055  |0.45 0.56
APLP2 [Additional gene [0.85 115 1.08 1.16 220 [295 _ [3.05 2.88 APLP2 [Additional gene|[1.07 135 1.03 11 1091 [7.50 1057 [6.40 APLP2 Addiional gene [1.03___[0.93 __[0.86 0.93 045 [0.51 0.50 0.59
APOAT Additional gene[0.87 __ [0.94 1.06 125 188 [3.056 _ [3.24 456 APOAT Additional gene|[1.42 1.07 1.26 1.96 2126 [9.83 1398|1454 |APOAT Additional gene [0.92 103 [0.94 0.95 040 [055 _ [0.48 0.24
APOA2 [Additional gene [0.97 105 [0.98 112 220 [289 _ [3.30 3.50 [APOA2 Additional gene|[1.78 1.05 115 137 1527 [5.36 1000 [9.07 APOA2 Additional gene [0.96 0.1 0.99 0.84 025 077|057 0.47
APOB Additional gene[0.87 _ [0.99 __ [0.96 147 172 [3.68 __ [3.23 3.20 [APOB Additional gene[1.71 123 1.08 152 9.40 1349|1463 [6.74 APOB Additional gene [1.00 __[0.91 0.99 0.71 067 [019 _ [0.43 0.30
APOC2 [Additional gene [NA 134 1.02 131 263|346 [3.34 419 APOC2 Additional gene|[2.19 124 0.98 142 1092 [6.56 5.58 1581 |APOC2 Additional gene [0.95___[0.95 1.02 0.89 039 [056 _ [0.76 0.30
APOC3 [Additional gene [NA 0.96 1.08 0.93 164 (246|291 2.86 [APOC3 [Additional gene|[1.73 122 1.44 113 1551 [7.97 11.03__[10.04 _|APOC3 Additional gene [0.75 107 [0.93 0.97 048 [047 _ [0.26 0.34
APOE Additional gene[0.88 (0.7 1.07 1.00 140|267 |2.88 3.09 APOE Additional gene[1.92 __ [2.03 1.61 0.95 8.29 1469 [13.20 _[8.82 APOE Addiional gene [1.05___[0.98 __[0.82 0.96 065 [0.36_ |0.50 0.42
APOF [Additional gene [NA 158 148 144 203|204 [361 2.73 APOF Additional gene[1.68 __ [0.84 122 133 1662 [11.81__ |15.19 _ [8.36 APOF Additional gene [0.88 __ [0.69 __[0.89 1.06 026 [0.16 _ |0.25 0.33
APOH [Additional gene [0.76 1.09 11 111 190 [3.00  [3.24 3.60 APOH Additional gene|[1.45 149 173 119 1016 [8.96 9.81 10.88__ |APOH Addiional gene [0.86____[0.94 __[0.73 0.94 044 ___[0.21 0.53 0.25
APP [Additional gene [0.86 112 1.02 147 238|246 [3.47 3.38 APP Additional gene[1.95 __ [0.94 152 1751|1562 |4.67 1331 [16.90 _|APP Addiional gene [0.96__ [0.98 __[0.87 0.80 047 __[0.61 0.46 0.30
APRT [Additional gene [0.80 1.03 1.06 1.04 244 427 _[4.10 3.02 APRT [Additional genel[1.77 11 1.16 135 18384 [13.14  |12.84 (847 APRT Additional gene [0.80 __ [0.80 __[0.88 0.81 0.31 0.31 0.41 0.45
APXL [Additional gene [NA 0.90 1.01 0.96 157 (294 [3.06 3.27 APXL Additional gene|[1.26 119 1.29 152 3.61 9.66 1279 [12.99  |APXL Additional gene [1.09 112 114 0.98 093 [058 _ [0.40 0.43
AQP1 [Additional gene [0.81 0.94 1.03 1.00 152 [3.41 2.55 2.29 AQP1 Additional gene[1.49 __ [0.94 1.69 1.04 616 [8.68 8.74 1440 |AQP1 Additional gene [1.09 1.00 __ [0.80 0.83 072 [057 _ [051 0.25
AQP2 [Additional gene [0.83 1.04 147 111 2.21 407 [3.29 3.16 (AQP2 Additional gene|[1.52 127 137 1189 [10.95  [7.75 1044 [4.43 AQP2 Addiional gene [0.93__ [0.87 __[0.81 0.67 026 [023 |01 0.50
AQP3 [Additional gene [0.74 111 113 1.26 267 [319 __ [3.35 2.86 AQP3 [Additional gene|[1.50 1.30 150 145 1734 [10.87 _|12.81 __[10.42__|AQP3 Addiional gene [1.04___[0.79___[0.95 0.72 042 [0.67 _ |0.50 0.36
AQP4 [Additional gene [0.85 1.02 1.05 115 2.61 3.61 3.19 3.65 AQP4 Additional gene|[1.46 131 1.09 1.40 8.50 1257 [9.06 8.93 AQP4 Addiional gene [0.75____[0.86___[0.85 0.76 057 [0.24__ [0.40 0.31
AQP5 [Additional gene [0.77 1.02 1.04 1.08 189 [3.60 _ [3.08 2.60 AQP5 Additional gene[1.72___ [0.94 1.26 133 1003 [11.23_ |11.82__ [7.38 AQP5 Additional gene [0.88 1.03 1.07 0.84 042 [052 _ [0.61 0.40
AQP6 Additional gene[0.80 099 [0.95 1.10 193 (248|271 2.13 (AQP6 Additional gene|[2.03 113 1.36 0.96 920 [7.95 1566 |5.04 AQP6 Addiional gene [1.06 ___[0.99 __ [0.93 0.98 044 [0.51 0.48 0.69
AQP7 [Additional gene [NA 163 1.01 1.09 246 [3.21 4.28 4.08 AQP7 Additional gene[1.50 __ [0.85 1.26 1.18 1068 [5.38 1484 2171 |AQP7 Additional gene [0.96 106 [0.95 0.90 047 [0.66 _ [0.27 0.08
AQP8 [Additional gene [0.84 100 [0.99 1.00 230 [280 _ |2.58 2.65 AQP8 Additional gene|2.49 1.08 124 115 20.03__|11.00 _ |6.36 7.30 AQP8 Addiional gene [1.03___[0.93 __[0.89 0.7 026 [050 _ |0.68 0.45




Garimella et al Table S1 15
C 8 Assay (Fold ch relative to siNegative fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr ted cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinasel® 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 SiFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 1.13 18.81 4.53 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiCASP8 (Phosphatase NA NA NA NA SiCASP8 (Phosphatase 1.14 0.21 2.38 0.64 SiCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 0.28 7.54 1.07 SiFLIP set) 1.06 0.17 0.38 0.07
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 2.18 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
(AQP9 [Additional gene [NA 098 [0.93 1.06 217|242 [2.34 2.73 AQP9 Additional genel[1.71 0.96 144 1.40 1631 [7.21 6.90 1236 |AQP9 Additional gene [0.97 1.05 1.00 0.96 015 [059 _ [0.55 0.42
AR [Additional gene [0.76 1.01 1.03 1.06 210 [2.97 _ [3.21 3.03 AR Additional gene[2.29 __ [0.93 113 137 1150 [8.02 1421 [7.04 AR Additional gene [0.91 094 [0.95 1.04 037 [058 _ [0.47 0.64
AREG [Additional gene [0.91 108 [0.94 112 2.41 389 [2.77 3.25 AREG Additional gene|2.43 1.10 0.97 147 1565 [12.88  |14.75__ [6.23 AREG Additional gene [0.96___[0.81 0.7 0.94 044 [0.26 _ [0.48 0.60
ARGT [Additional gene [0.95 1.02 1.03 1.02 178 [3.04__ |2.91 2.95 ARGT Additional gene|[1.32 113 152 141 1249 [9.41 1266 [8.03 ARG1 Additional gene [0.97 109 [0.81 0.90 040 [0.66 _ [0.41 0.37
ARHGDIA [Additional gene [0.97 1.02 1.08 0.92 1.91 259 [2.86 2.30 ARHGDIA Additional gene|[1.74 1.00 17 137 1053 [6.15__ [7.92 331 ARHGDIA Addiional gene [0.82____[0.99 __[0.85 1.01 042 [062 _ |0.59 0.59
ARHGDIB Additional gene[0.94 __[0.98 1.03 0.92 220 [207 __ [3.16 2.88 ARHGDIB Additional gene|[1.45 1.20 154 0.92 2237 [6.07 _ |7.83 7.65 ARHGDIB Additional gene [0.80 __[0.93 1.01 0.89 027|049 [0.61 0.37
ARHGDIG [Additional gene [0.95 1.08 1.01 1.09 186 [3.14 _ [3.69 2.79 ARHGDIG Additional gene[1.46___ [0.84 1.03 153 174 [11.76_ [8.33 10917 |ARHGDIG Additional gene [1.07 1.10 1.04 0.96 054 [042 _ |0.45 0.46
ARL3 Additional gene[0.94 (0.7 1.04 1.08 210 [3.01 411 4.07 ARL3 Additional gene[1.70 __[0.99 154 1.36 1143 [6.61 1202|1813 |ARL3 Additional gene [0.92 102 [0.90 0.87 046 [0.65 _ |0.25 0.20
ARNT Additional gene[0.86 __[0.99 11 1.06 214|258 [245 2.70 ARNT Additional gene[1.82___ [0.77 1.28 114 735 [8.14 5.24 8.87 ARNT Addiional gene [0.99 __ [0.78___[0.99 0.86 073 [023 _ [0.74 0.28
ARNTL [Additional gene [0.72 100 [0.99 1.07 1.91 248 [2.59 3.81 ARNTL Additional gene|[1.72 122 1.25 1.10 800 _ [8.07 1009 [9.19 ARNTL Additional gene [1.01 1.04 1.03 0.95 064 [059 _ [0.64 0.42
ARR3 [Additional gene [NA 118 1.01 0.94 178 (249 [2.43 3.46 ARR3 Additional gene|[1.18 1.04 142 113 692 [6.98 8.43 1278 |ARR3 Addiional gene [0.95____[0.82___[0.95 0.94 065 [052 _ [0.70 0.41
ARRB1 [Additional gene [NA 093 [0.92 0.85 1.79 199 [2.58 2.55 ARRB1 Additional gene|[1.88 147 1.09 127 1536 [8.11 9.97 5.87 ARRB1 Additional gene [0.98 1.02 1.07 1.08 036 [040 _ [053 0.48
ARRB2 Additional gene[0.99 _ [0.96 __ [0.97 1.02 165 [2.60  [2.64 2.56 ARRB2 Additional gene[1.25___ [0.75 113 1.08 1051 [6.60 1298 [11.91 _ |ARRB2 Addiional gene [0.90 __[0.94 __[0.91 0.90 055 [0.60 _ [0.49 0.29
ARSA [Additional gene [0.95 1.04 1.00 1.09 199 [2.21 3.71 3.05 ARSA Additional gene|[1.46 113 1.21 124 1324 [9.13 1021 [10.09 _ |ARSA Addiional gene [0.97 __[0.94 __[0.84 0.87 036 [055  [0.32 0.40
ARSB [Additional gene [1.05 100 [0.99 1.08 252 [2.81 3.29 2.87 ARSB Additional gene|[1.78 1.06 1.04 11 1298 [7.75__ |5.18 851 ARSB Additional gene [0.97 __[0.95 1.00 0.82 043 [0.64__ |0.69 0.37
ARSD [Additional gene [0.93 1.09 112 1.09 256 [312 _ [2.94 3.08 ARSD [Additional gene|[1.89 125 1.05 0.89 2053 [8.22 1125 [4.53 ARSD Additional gene [0.93 __[0.90 112 0.82 026 [052 |04 0.63
ARSE [Additional gene [0.86 115 1.16 0.99 205 [215 _ [2550 2.23 ARSE Additional gene|[2.87 114 135 1.02 672 [7.03 12.06_ [7.67 ARSE Additional gene [0.98 __[0.95 1.06 0.90 060  [0.60 _ [053 0.49
ARSF [Additional gene [NA 1.26 147 1.03 296 [219 _ [2.85 2.63 ARSF Additional gene|[1.56 145 123 125 1641|1198 [7.11 6.60 ARSF Addiional gene [0.84 __[0.73__[0.88 0.90 023 [014__ |057 0.62
ASAH1 [Additional gene [NA 094 [0.95 0.98 1.07 194 [2.09 2.22 ASAH1 Additional gene[1.33___ [0.87 1.36 1.09 413 [341 8.42 9.75 ASAHT Additional gene [0.84 1.02 112 1.07 064 [0.75 _ |0.48 0.41
ASCL1 [Additional gene [0.99 1.00 1.02 1.10 147 [2.31 2.64 3.25 ASCL1 Additional gene|[2.61 1.05 113 124 1200 [1227 _[6.13 713 ASCLA Addiional gene [1.00 __[0.97 __[0.86 1.00 0.51 048 [0.62 0.47
ASCL2 Additional gene[0.95 _ [0.96 __ [0.96 1.01 159 [2.84 _ [2.57 3.36 ASCL2 Additional gene|[1.14 1.00 123 0.83 1032 [17.08_ [3.69 1114 |ASCL2 Addiional gene [0.99 __[0.92 __ [0.88 0.98 055 [044 _ [0.83 0.41
ASGR1 [Additional gene [1.09 115 [0.88 1.04 200 [418__ [3.63 3.68 ASGR1 [Additional gene|[1.40 113 0.93 122 747 1572 [8.70 9.25 ASGR1 Additional gene [1.10___[0.90 __[0.86 0.98 058 [023 _ [0.51 0.48
ASGR2 [Additional gene [0.92 1.05 1.03 115 218 [3.31 3.02 2.96 ASGR2 Additional gene|2.55 121 153 0.96 1583 [5.55 1663 [7.81 ASGR2 Additional gene [0.83____[0.88___[0.98 0.96 0.31 058 [0.24 0.54
ASMT [Additional gene [0.80 1.09 1.09 1.07 179 [2.21 3.19 332 ASMT Additional gene[1.47 __ [0.93 2.41 1.09 8.31 6.22 1086 [10.29 _|ASMT Additional gene [0.93 1.01 1.09 0.94 052 [0.76 _ |0.42 0.34
ASNS [Additional gene [0.85 111 1.08 111 164 (273 [3.24 2.37 ASNS Additional gene|[3.02 161 127 0.88 1023 [10.04 _[9.73 7.37 ASNS Additional gene [1.10 1.00 1.01 0.82 050  [044 _ |0.66 0.52
ASPA [Additional gene [NA 1.38 11 113 205 [250 _ [2.40 2.53 ASPA Additional gene[1.25___ [0.87 1.02 2.48 776|799 [3.98 1424 |ASPA Addiional gene [1.13____[0.86___[0.97 0.81 0.61 045|091 0.25
ASPH [Additional gene [NA 1.01 0.98 1.01 150 167 [3.11 2.43 ASPH Additional gene|[1.44 1.08 2.97 0.91 1056 [4.16 1632 |13.35__ |ASPH Additional gene [0.97 __[0.91 0.99 0.88 042 [065 _ |0.45 0.40
ASS1 [Additional gene [1.02 1.10 1.09 0.96 183 (289 [3.14 2.80 ASS1 Additional gene|2.20 152 1.21 124 1094 [11.55 |12.60  [8.92 ASS1 Addiional gene [1.09 ___[0.90 __[0.87 1.00 054 [045 _ |0.59 0.49
ATF1 [Additional gene [1.00 113 1.10 113 208 [358 _ [3.05 3.82 ATF1 Additional gene|[1.83 123 1.00 1.92 1064 [13.43__ [9.41 1131 |ATF1 Additional gene [0.97 __[0.93 1.04 0.92 053 [046 _ |0.63 0.27
ATOH1 [Additional gene [0.96 1.16 1.08 115 200 [365 _ [262 341 ATOH1 [Additional gene|[1.50 1.30 1.21 152 1495 [11.57 _|11.15__ [18.02__|ATOH1 Additional gene [0.88 ___[0.83 __[0.98 0.74 036 _[019 _ [051 0.22
ATP12A [Additional gene [NA 1.01 1.05 1.01 157 188 [3.14 1.99 ATP12A Additional gene|2.54 119 114 0.85 1530 [7.18 1305 [4.46 ATP12A Additional gene [0.93 __[0.85 1.07 1.03 033 [046 |04 0.83
ATP1AT Additional gene [1.11 1.02 1.04 1.05 185 [2.06 _ [2.68 2.91 ATP1AT Additional gene|[3.04 142 11 131 6.93 1030 [9.04 1262 |ATPI1AT Addiional gene [0.93 ___[0.96 __[0.98 0.7 055 [040 _ |0.54 0.21
ATP1AZ [Additional gene [0.86 107 [0.96 1.06 153 [247 |27 3.07 ATP1AZ Additional gene[2.86___[0.98 158 0.91 1332 [1029 [12.20 _[11.80 _|ATP1A2 Additional gene [1.05___[0.89 __[0.88 0.98 076 [040 _ |0.42 0.50
ATP1A3 [Additional gene [NA 1.29 133 0.97 218|283 [3.30 2.59 ATP1A3 Additional gene[1.35___ [0.91 1.45 129 656 [8.03 1254 [8.99 ATP1A3 Additional gene [0.95 104 [0.93 1.05 054 [039 _ |0.42 0.47
ATP1A4 Additional gene[1.00 __ [0.94 1.01 0.88 173 [3.08__ [3.02 2.87 ATP1A4 [Additional gene|[1.52 1.03 157 121 6.51 5.50 1571 [9.66 ATP1AG Additional gene [0.86__[0.78___[0.86 0.96 069 [055 _ [0.40 0.38
ATP2AT [Additional gene [0.89 1.09 114 1.16 249 [345 _ [355 3.10 ATP2AT Additional gene|[1.43 1.02 115 1.01 1135 [1247 _[10.75__ [10.25 _|ATP2A1 Addiional gene [0.92___[0.95___[0.80 0.96 043 [026 _ [0.51 0.42
ATP2A2 [Additional gene [0.94 1.16 1.01 118 192 [3.06__ [3.47 2.60 ATP2A2 [Additional gene|[1.37 1.08 133 1.09 4.04 1057 [10.61 __ [3.40 ATP2A2 Additional gene [0.83 ___[0.95 1.00 0.85 067 [043 |04 0.65
ATP2A3 [Additional gene [0.93 111 1.05 0.95 218 [400 _ [3.14 3.49 ATP2A3 Additional gene|[1.63 132 1.63 1.18 1176 [13.88_ |12.33 _ [13.36 _|ATP2A3 Additional gene [0.85___[0.98 __[0.96 0.91 039 [0.27 _ |0.37 0.36
ATP2BT [Additional gene [0.91 092 [0.99 1.04 186 (218 [3.74 1.99 ATP2BT Additional gene|2.53 1.38 131 1.20 192 [7.55 1101 [6.18 ATP2B1 Additional gene [1.03___[0.98 1.04 0.97 054 [0.60 _ |0.50 0.81
ATP2B2 [Additional gene [NA 170 112 133 2.11 265 [3.40 342 ATP2B2 Additional gene|[1.79 115 113 2.01 1138 787 _ [7.94 3319 |ATP2B2 Additional gene [0.93 __[0.92 113 0.66 039 [058 _ |0.65 0.07
ATP2B3 [Additional gene [NA 093 [0.95 1.00 150 189 [2.72 2.51 ATP2B3 Additional gene[1.56 __ [0.81 123 1.04 1038 [5.60 _ [8.93 724 ATP2B3 Additional gene [1.01 112 1.08 1.08 055|063 |0.63 0.54
ATP2B4 Additional gene[0.95 097 [0.99 114 196 (262 [3.25 2.28 ATP2B4 Additional gene|[1.93 115 123 129 1327 [9.36 1335 [6.71 ATP2B4. Addiional gene [0.78___[0.94 __[0.94 0.95 040 [0.51 0.62 0.68
ATP4A [Additional gene [0.91 1.04 112 111 202 [340 _ [3.67 314 ATP4A Additional gene[1.97 __ [0.98 115 122 963 [6.76 1301 [8.17 ATPAA Addiional gene [0.93 055 [0.75 0.84 054 [039 _ [0.36 0.48
ATP4B [Additional gene [0.89 1.04 113 1.00 266 [3.08__ [3.20 3.58 ATP4B Additional gene[1.95 __[2.08 0.92 0.96 1349 [6.99 _ [6.36 9.74 ATP4B Additional gene [1.06 1.01 0.96 0.91 056 [059 _ |0.65 0.48
ATP5AT [Additional gene [0.80 1.01 1.09 1.26 198 [2.97 381 334 ATP5AT Additional gene|2.23 1.48 2.03 0.96 1728 [10.80 [17.41 _ [12.80 _|ATP5AT Addiional gene [0.79 __[0.85___[0.90 0.88 022 [045 _ [0.24 0.35
ATP5B [Additional gene [NA 175 118 1.08 2.41 483 [3.88 2.97 ATP5B Additional gene|[1.40 117 _[0.88 1.16 1215|1323 [343 7.20 ATP5B Additional gene [0.98 __[0.76 1.00 0.86 038 [013__ [0.90 0.42
ATP6VIA [Additional gene [NA 095 [0.97 0.99 174 (246 [2.55 2.26 ATP6VIA Additional gene[1.55 __[0.99 1.28 1.16 9.91 314 [6.08 6.61 ATPGVIA Additional gene [1.00 __[0.75 1.08 0.91 048 [043 _ |0.57 0.55
ATP6VIBT __|Additional gene[0.82___ [0.98 __ [0.99 1.05 192 [3.25__ [3.33 332 ATP6V1B1 Additional gene|[1.53 145 1.49 1.26 1020 [13.34__[11.08__[10.21__|ATP6VIBT Additional gene [0.90 1.05 1.09 0.96 048 [017 _ |0.66 0.56
ATP6V1B2___|Additional gene [0.82 1.10 147 1.09 219 [249 _ [3.87 3.66 ATP6V1B2 Additional gene|[1.61 1.07 152 0.95 1407|597 _ [22.74 _[17.69 _ |ATP6VIB2 Additional gene [0.89 ___[0.90 __ [0.66 0.84 034 [059 _ [0.35 0.24
ATP6VIC1___|Additional gene [0.99 112 1.16 1.10 189 [2.86 _ [3.58 457 ATP6VICI Additional gene[1.35___ [0.98 115 2.26 523 [8.56 9.91 1762 |ATPGVICI Additional gene [0.98 103 [0.90 0.85 073 ___[0.61 0.60 0.16
ATP7A [Additional gene [0.89 113 1.01 113 206|412 [3.29 2.73 ATP7A Additional gene|[1.58 1.07 1.30 1.03 1058 [12.29 |10.28__[7.64 ATPTA Additional gene [0.98 __[0.89 1.01 0.96 046 [023 _ [052 0.45
ATP7B [Additional gene [0.92 111 1.06 111 184 (276 [3.57 3.31 ATP7B [Additional gene|[1.80 1.16 182 1.00 1583 [6.88 1778 [7.00 ATP7B Addiional gene [0.97 __ [0.94 __[0.89 0.98 044 [050 _ [0.30 0.69
ATRX Additional gene[0.79 093 [0.98 1.16 198 [250  [2.33 2.42 ATRX Additional gene|2.46 1.40 1.04 0.93 1245 [8.38 5.82 3.47 ATRX Addiional gene [0.95___[0.83___ [0.94 0.99 0.41 038 [0.73 0.79
AUPT [Additional gene [NA 094 [0.93 1.04 179|248 [2.36 2.89 AUPT Additional gene[1.60 __[2.15 1.06 151 747|732 8.84 16.03__ |AUP1 Additional gene [1.00 1.06 112 1.04 067 [0.60 _ [0.54 0.29
AVP [Additional gene [0.82 1.03 1.06 1.01 193 [267 _ [2.85 2.84 AVP Additional gene|[1.56 1.30 157 0.95 1121 [19.07 _|1154 1274 |AVP Additional gene [1.00 __[0.99 1.04 1.04 043 [030 |08 0.47
AZU1 [Additional gene [0.93 1.05 1.09 124 311 280 [3.00 333 AZU1 Additional gene|[2.09 122 1.29 27.06 [26.11__ [8.60 9.64 1514 |AZU1 Addiional gene [0.72___[0.89 __[0.85 0.84 015 [030 _ |0.63 0.30
[B2m [Additional gene [0.98 112 1.05 111 342 [334 _ [3.42 331 [B2M [Additional gene|[3.00 1.07 157 164 1435 [8.42 7.58 1925 [B2M Addiional gene [0.89 __ [0.96___[0.91 0.7 034 [052 _ |0.68 0.35
BAD [Additional gene [0.88 1.08 11 111 234 [3.02 _ [361 3.04 BAD Additional gene[1.62___[0.96 1.29 115 1221 [7.20 1448 [5.99 BAD Additional gene [1.01 080 [0.93 0.92 040 [040 |04 0.53
BAGT Additional gene[0.80 __ [0.93 1.04 1.07 210 [3.36 _ [3.92 2.47 BAGT Additional gene|[1.59 1.66 1.76 135 1302|1685 |2142 _ [11.54 _ |BAGI Addiional gene [1.03___[0.87 __[0.98 0.99 047 [023 _ |0.24 0.55
BAK1 [Additional gene [0.85 115 [0.94 0.98 2.24 188 [2.95 2.49 BAK1 Additional gene[2.48 ___[0.71 1.21 113 1502 [6.00 _ [8.94 9.53 BAKT Addiional gene [1.02___[0.92 __[0.95 0.91 052 [0.61 0.66 0.37
BARD1 [Additional gene [NA 161 1.05 142 2.41 373 [3.29 3.38 BARD1 Additional gene|[1.66 1.05 1.69 0.89 1229 [7.98 5.95 1084 |BARDT Additional gene [0.86___[0.97 __[0.88 1.01 036 [042 _ |0.65 0.33
BAX [Additional gene [NA 096 [0.97 1.06 155 (264 [2.93 2.96 BAX Additional gene|[2.11 132 17 1.26 867 [8.20 9.55 9.54 BAX Additional gene [0.99 1.02 11 0.84 063|043 [0.51 0.26
[BBS2 Additional gene[0.94 _ [0.85 __ [0.98 1.03 224 [3.06 _ [3.11 326 |BBS2 Additional gene|2.88 122 1.79 143 2564 [9.86 1441 [9.80 BBS2 Additional gene [0.93 104 [0.99 0.83 036 [0.66 _ [0.47 0.22
BCAT1 [Additional gene [0.82 1.10 1.06 0.99 193 [3.76 _ [3.11 3.30 BCAT1 Additional gene|[1.61 119 [0.94 5.60 1085  [13.15 _ [8.30 1028 [BCAT1 Addiional gene [0.95___[0.89 __[0.77 0.87 050  [0.39 _ |0.66 0.33
BCAT2 [Additional gene [0.86 1.08 118 1.20 306 [3.21 1.00 347 BCAT2 Additional gene|[3.13 1.00 159 163 19.06 [9.37 _ [9.93 1772 |BCAT2 Additional gene [0.88 1.01 0.97 0.90 017 [059 _ |0.67 0.14
BCHE [Additional gene [0.90 104 [0.98 113 215 [344__ [3.30 3.33 BCHE Additional genel[1.41 1.09 135 147 1227 __[9.10 9.23 7.40 BCHE Additional gene [0.88___[0.96 1.00 0.89 038 [0.51 0.55 0.50
BCKDHA [Additional gene [0.90 1.02 1.02 0.98 152 [3.75__ [2.89 2.91 BCKDHA [Additional gene|[1.19 1.00 1.26 115 9.22 1182 [15.09 _ [6.02 BCKDHA Additional gene [0.96 __[0.96 1.02 0.89 0.51 043 [0.50 0.58
BCL2 [Additional gene [NA 2.07 113 135 212 [280 _ [3.38 2.98 BCL2 Additional gene[1.34___[0.80 1.94 2,62 345 [5.18 9.48 1579 |BCL2 Additional gene [0.89 __[0.89 1.02 0.55 068 [0.77 _ |0.56 0.09
BCL2AT [Additional gene [NA 1.02 1.01 1.00 141 250 [2.54 2.96 BCL2AT Additional gene|2.05 1.07 1.44 151 8.31 765 855 6.00 BCL2AT Additional gene [1.01 1.07 11 0.98 0.61 053|052 0.52
BCL2L1 [Additional gene [1.00 1.06 152 158 306 [3.71 4.92 458 BCL2L1 Additional gene|[3.44 139 [4.50 3.25 2812 [16.07 _[31.66 _ [17.67 _ |BOL2LT Additional gene [0.89 102___[0.76 0.80 019 [053 _ [0.23 0.14
BCL2L2 [Additional gene [0.90 1.04 115 1.05 223 [3.75__ [3.35 372 BCL2L2 Additional gene[1.43___ [0.87 1.16 212 1368 [17.83_ [19.94 [1322 _[BCL2L2 Additional gene [0.85___ [0.88___ [0.86 1.03 0.41 019 [0.47 0.42
BCL3 [Additional gene [0.79 107 [0.99 1.05 202 [329 _ [3.20 2.63 BCL3 Additional gene[1.18___ [0.95 124 1.98 1052 [13.66  [10.37 _ [9.31 BCL3 Additional gene [1.07 105 [0.83 0.98 062 [050  [052 0.53
BCL6 [Additional gene [0.88 114 1.09 1.04 190 [2.95 359 3.30 BCL6 Additional gene[1.32___[0.91 0.98 1.10 817 [9.34 1160 [9.94 BCL6 Addiional gene [0.92___[0.93 __ [0.98 1.02 043|041 0.57 0.41




Garimella et al Table S1 16
C 8 Assay (Fold ch relative to siNeg fi d cells, No TRAIL) Caspase 3/7 assay (Fold change relative to siNegative transfected cells, No TRAIL) Cell viability assay (Fold ch lative to siNegative tr d cells, No TRAIL)
NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 1000 ng TRAIL (1 hour) NO TRAIL 100 ng TRAIL (24 hour)
MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev MEAN StDev
Cells only 0.98 0.18 1.99 0.60 Cells only 1.10 0.57 5.98 1.52 Cells only 1.06 0.06 0.64 0.05
siNeg CONTROLS 1.00 0.10 2.50 0.77 siNeg CONTROLS 1.00 0.22 7.10 1.59 siNeg CONTROLS 1.00 0.07 0.47 0.05
SiCASP8 (Kinasel® 103 017 139 039 SiCASP8 (Kinaci) 113 0,30 156 037 SICASPS (Kinaci) 0.98 0.07 1.00 0.08
SiFLIP gene set) 1.06 0.21 3.03 0.84 SiFLIP gene set 1.39 0.34 10.58 2.08 SiFLIP gene set 0.93 0.05 0.26 0.03
siCelldeath 1.42 0.35 2.69 0.73 siCelldeath 4.73 1.13 18.81 4.53 siCelldeath 0.15 0.06 0.04 0.04
Cells only NA NA NA NA Cells only 1.03 0.29 4.84 1.20 Cells only 1.09 0.11 0.65 0.16
siNeg CONTROLS NA NA NA NA siNeg CONTROLS 1.00 0.21 5.37 1.30 siNeg CONTROLS 1.00 0.06 0.56 0.13
SiICASP8 (Phosphatase NA NA NA NA SiICASP8 (Phosphatase 1.14 0.21 2.38 0.64 siCASP8 (Phosphatase 1.06 0.10 0.95 0.10
SiFLIP set) NA NA NA NA SiFLIP set) 1.23 0.28 7.54 1.07 SiFLIP set) 1.06 0.17 0.38 0.07
siCelldeath NA NA NA NA siCelldeath 3.91 0.99 11.50 2.18 siCelldeath 0.57 0.17 0.18 0.11
Gene Symbol Gene Set |siRNA A|siRNA B| siRNA C | siRNA D [ siRNAA|siRNA B| siRNA C | siRNAD| Gene Symbol Gene Set | siRNA A|siRNA B| siRNA C | siRNA D | siRNA A|siRNA B| siRNA C | siRNAD| Gene Symbol Category |siRNAA|siRNA B|siRNA C | siRNA D |siRNA A|siRNA B| siRNA C | siRNAD
BCL7A Additional gene[0.83 __[0.96 1.03 114 151 222 [3.02 2.59 BCL7A Additional gene[1.54 __ [0.99 113 124 1072 [8.83 1121 [8.93 BCL7A Addiional gene [0.98__[0.87 __ [0.94 0.96 045 [040 _ [0.54 0.43
BCLY Additional gene[0.83 __ [0.86 115 0.93 246|284 [3.47 2.59 BCLY Additional gene|[1.88 145 1.03 1.02 1441 [6.75 1638 [4.36 BCL9 Additional gene [1.04 100 [0.94 1.00 046 [052 _ |0.45 0.76
BIRC2 [Additional gene [0.98 109 [0.95 1.03 230 [2.38__ [3.00 3.24 BIRC2 Additional gene[1.50 __[0.79 1.09 1.98 1241 [11.82__ |1352 _ |2061 _ [BIRC2 Additional gene [0.88___[0.94 1.03 0.93 037 [037 |08 0.18
BIRC3 [Additional gene [0.91 1.01 0.99 1.03 159 (417|281 3.38 BIRC3 Additional gene|2.30 142 143 164 1235 [13.15_ [8.38 1958 [BIRC3 Additional gene [1.03 106 [0.98 0.96 0.51 035 [0.62 0.30
BIRC4 [Additional gene [NA 156 1.16 1.26 192 (293 [3.78 2.36 BIRC4 Additional gene|2.33 148 1.21 125 1178 [1059 [10.16__[4.98 BIRC4 Additional gene [1.06 1.05 1.07 0.75 0.11 010 [0.51 0.12
BIRC5 [Additional gene [NA 088 [0.93 0.97 178 (233|271 2.90 BIRC5 Additional gene|[1.38 137 134 0.92 1680 [7.11 1004 [7.64 BIRC5 Additional gene [0.77 ___[0.99 1.06 0.94 015 [045 _ |0.49 0.45
CCND1 Additional gene[0.85 __ [0.91 1.05 1.06 197 [251 2.97 2.14 CCND1 Additional gene|[2.00 112 123 129 1216 [7.08__ [9.88 6.25 CCND1 Addiional gene [1.00 092 [0.83 0.76 0.51 047|052 0.44
FAS [Additional gene [0.77 108 [0.91 1.07 1.91 296 [2.75 2.14 FAS Additional gene|[2.52 114 143 1.06 1282 [10.86  |11.45  [4.56 FAS Additional gene [0.94 1.04 1.01 0.98 042 [045 _ |0.67 0.7
FASLG [Additional gene [NA 1.95 1.03 159 220 [4.21 2.75 3.25 FASLG Additional genel[1.41 1.04 0.99 125 1224 [878 342 7.57 FASLG Addiional gene [0.99 __ [0.96 __[0.88 0.86 035 [041 0.86 0.32
FXYD2 [Additional gene [0.95 1.09 1.04 1.29 235|245 [2.98 3.29 FXYD2 [Additional gene|[1.07 149 118 2.35 1198 [947 582 2168 |FXYD2 Additional gene [0.91 086 [0.84 0.63 0.31 039 [0.72 0.21
JAGT [Additional gene [NA 0.85 1.03 0.98 172 (268 [3.10 2.63 JAGT Additional gene|[1.45 1.30 1.40 145 1143|5556 [7.97 8.41 JAGT Additional gene [1.02 11 147 0.78 049 [0.79 _ |0.60 0.32
KIFTA [Additional gene [NA 1.94 147 131 196 [3.25_ [3.21 3.86 KIF1A [Additional gene[1.77 1.00 2.58 127 1060 [11.30 _|26.83 _ [16.83 _|KIF1A Additional gene [0.85___[0.89 __[0.75 0.81 027 [026 _ |0.27 0.21
KLK3 Additional gene[0.77 __[0.96 1.03 1.06 199 [3.03__ [3.19 3.06 KLK3 Additional gene|[1.63 1.83 1.08 1.08 8.75 1725 2014 [9.64 KLK3 Additional gene [0.99 __ [0.76 1.01 0.80 049 [027 _ [0.29 0.23
NROB1 [Additional gene [0.80 107 [0.96 1.04 153 (292 [2.49 3.46 NROB1 Additional gene|[2.00 148 [0.93 157 4.09 1122 [1051 _ [1846 _ |NROBT Addiional gene [1.06 ___[0.77 __[0.94 0.79 077 __[0.21 0.57 0.12
PARP1 Additional gene[0.87 __ [0.91 1.01 1.04 166 [2.66 _ [2.50 3.00 PARP1 Additional gene|2.20 11 1.76 1.06 724 [6.88 1088 [7.43 PARP1 Addiional gene [0.99 __[0.95 __[0.83 0.96 060 [0.70 _ |0.45 0.49
PARP4 [Additional gene [0.69 1.08 1.00 111 210 [2.90 _ [3.40 2.93 PARP4 Additional gene|[3.65 135 1.29 142 1767 [11.37 __|13.08__[10.10__|PARP4 Additional gene [1.11 093 [0.96 0.97 038 [025 _ |0.35 0.55
RHOA Additional gene[0.78 __ [0.93 1.00 0.98 187 [2.61 272 2.66 RHOA [Additional gene|[1.87 124 127 1.01 777 [8.20 1269 [6.98 RHOA Additional gene [0.71 068 [0.77 0.84 044 [039 _ |0.50 0.52
RHOB [Additional gene [NA 179 124 122 194 |41 3.20 353 RHOB Additional gene|[1.84 161 17 123 1226 [9.10 7.46 1208 |RHOB Additional gene [1.03___[0.95 1.03 0.90 052 [033__ |0.55 0.35
RHOC [Additional gene [NA 094 [0.96 1.01 1.82 193 [2.39 2.04 RHOC Additional gene[1.36___ [0.93 1.10 178 A3 749 [7.77 8.65 RHOC Additional gene [0.96 1.05 1.08 0.84 0.51 054|053 0.44
SERPINA3__|Additional gene[0.98 1.10 1.06 0.98 208 237 |2.83 3.05 SERPINA3 Additional gene[1.74 __ [0.93 1.01 0.82 1243 [7.08__ |5.87 9.88 SERPINA3 Additional gene [0.93 __[0.97 1.03 0.95 038 [0.58 _ |0.68 0.22
SERPINC1__|Additional gene[0.93 1.10 1.04 1.05 2.01 2.81 317 2.12 SERPINCT Additional gene|2.08 1.08 122 127 1066 [7.53 1019 [3.66 SERPINCT Addiional gene [1.03___[0.97 __[0.84 0.91 052 [054 |04 0.7
SLC25A4 [Additional gene [NA 0.92 1.09 1.04 146 (237 [2.53 2.42 SLC25A4 [Additional gene|[1.30 128 1.09 0.97 6.17 1202|1143 [6.74 SLC25A4 Additional gene [0.98 __[0.93 1.09 0.85 074 [020 _ |0.46 0.27
SLC25A5 Additional gene[1.07 ___|0.95 1.02 1.03 170 (347 [3.01 2.67 SLC25A5 [Additional gene|[1.40 1.30 114 3.23 9.70 1385 [8.45 7.01 SLC25A5 Addiional gene [1.03___[0.93 __[0.92 1.01 052 [043__ [0.70 0.72
SLC25A6 Additional gene[1.10 __ [0.98 1.05 1.09 243|273 [2.96 3.28 SLC25A6 Additional gene[1.71 1.10 142 1.04 1825 [9.46 1290 [7.95 SLC25A6 Additional gene [0.91 090 _ [0.85 0.98 042|041 0.51 0.57
STS [Additional gene [0.96 1.06 1.05 1.09 200 [295 _ [3.30 3.16 Additional gene|[2.12 137 151 0.96 9.02 1015 [9.10 8.55 STS Additional gene [0.90 __[0.81 0.86 0.95 053 [0.38__ [0.48 0.39
TNFRSF17___|Additional gene|[NA 1.36 171 1.06 217 [330 _ [4.24 270 |TNFRSF17 Additional gene[1.62___[0.96 1.00 1.08 121 [9.73 1198 [8.67 TNFRSF17 Additional gene [1.00 107___[0.76 0.96 036 [0.38__ [0.13 0.29
TRIM23 Non-kinase __[0.84 1.10 1.04 1.05 213 [3.94 _ [343 353 |TRIM23 Additional gene|[1.48 1.00 135 4.45 1063 [9.29 _ [9.61 1333 [TRIM23 Additional gene [1.01 110 [0.82 0.96 055 [0.55 _ |0.63 0.47




