S3 Table. Pairwise comparison of protein sequence identities between all GntR/HutC transcription factors used in the multiple sequence alignment

shown in S4 Fig. The sequence identities were calculated with CLUSTAL OMEGA [59].

Name Protein sequence identity (%)

DasR 100

PhnF 396 100

NagR 388 311 100

ScuR 346 244 346 100

PsuR 305 217 277 26.6 100

CguR 304 245 289 50.0 247 100

BbuR 298 234 265 304 235 317 100

EfuR 289 241 340 263 224 289 230 100

YurK 264 205 261 247 235 272 243 294 100

PhnF 253 254 203 279 191 279 230 233 233 100

SauR 229 160 211 229 227 242 225 159 206 172 100

EcuR 228 191 259 253 218 275 221 260 252 251 193 100

TreR 218 211 245 218 172 193 188 253 199 200 145 215 100

StuR 211 150 217 206 197 197 209 240 229 221 183 194 212 100

Yydk 204 166 26.6 23.0 162 188 196 253 216 230 157 226 253 399 100

BauR 193 224 228 206 174 224 223 255 204 218 173 189 249 217 248 100

BcuR 188 224 228 210 182 228 223 251 204 218 177 193 257 221 252 976 100

TraR 166 205 213 214 202 197 195 215 182 184 209 178 159 167 162 191 187 100
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