Supplementary Table I. Kinase consensus residues. The thirteen kinases listed in Table I were strucutrally aligned. The amino acid
or amino acid category of each consensus residue is listed under “type”. Under each kinase is listed the residue identifier
corresponding to the consensus. For conserved amino acid categories the specific amino acid found in each kinase is listed before the
identifier. Samples missing a consensus residue have an “x”. Those samples that have a similar residue in place of a conserved amino
acid have the shared category listed after the identifier. b, basic; h, hydrophobic; 1, aliphatic; p, polar; r, aromatic; s, small; v, very

small.
Kinase
ID Type Akt2 CDK2 CKl1 CK2 DAPK [IRK p38-y PhK Pim-1 PKA Rio2 SkylP TAO2
1 h L158 110 118 V45 L19 L1002 V33 L25 L44 L49 M98 L164 134
2 G 159 11 19 46 20 1003 X 26 45 50 X 165 35
3 G 161 13 21 48 22 1005 X 28 X 52 X 167 37
4 A% 166 18 1261 53 27 1010 41 33 52 57 106 172 42
5 A 179 31 39 1661 40 1028 54 46 65 70 V1181 185 55
6 K 181 33 41 68 42 1030 56 48 67 72 120 187 57
7 E 200 51 55 81 64 1047 74 73 89 91 154 202 76
8 L 204 55 Y59h 85 68 M1051h 78 77 93 95 158 206 80
9 L 215 66 V711 97 79 1062 89 89 106 106 V1691 228 Y91h
10 h F227 L78 L83 L111 LIl V1074 L107 L101 L118 MI118 V177 M244 L1103
11 1 V228 V79 V&4 1112 192 V1075 V108 V102 1119 V119 L178 V245 V104
12 h M229  F80 185 F113 L93 M1076 M109 F103 L120 MI120 M179 F246 MI105
13 E 230 81 X 114 94 1077 X X 121 121 180 247 106
14 h A232 L83 L88 V16 V96 MI1079 M112 M106 P123 VI23 1182 L1249 C108
15 L 237 87 92 X 101 1084 116 111 129 M128h 187 253 Al1121
16 h F247 199 F103 L128 L111 P1104 L125 ©L121 L139 F138 V192 1265 L123
17 h 1259 L111  M115 ©L140 1123 11116 MI137 L133 V151 1150 1202  L277 A135
18 h L263 L115 V119 L144 V127 MI1120 L141 1137 V155 F154 V206 L1281 L139
19 h L266 Cl18 1122 C147 L130 L1123 1144 L140 C158 L157 F209 M284 L142
20 H 267 119 123 148 131 X 145 141 159 158 X 285 143
21 h V271 V123  L127 1152 1135 F1128 1149 1145 V163 L162 1214 1290 M147
22 h V272 L124 V128 MI153 Al136 V1129 1150 V146 L164 1163 V215 1291 1148
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