Additional file 3: Protein comparison among O. hominis genomes and O. rhinotracheal strains using BLASTP.
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The genomic name abbreviation of each genome is highlighted in bold.
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Multiple antibiotic resistance protein marC bi (<->) 194 1 0.995bi (<->) 194 1 0.995bi (<->) 194 1 0.995bi (<->) 194 1 0.995bi (<->) 200 0.497 0.915bi (<->) 200 0.497 0.915

gldD GldD bi (<->) 188 0.984 0.995bi (<->) 188 0.984 0.995bi (<->) 188 0.984 0.995bi (<->) 188 0.984 0.995bi (<->) 187 0.601 0.995bi (<->) 164 0.64 0.994

Cobalt-zinc-cadmium resistance protein bi (<->) 293 0.982 0.379bi (<->) 293 0.982 0.379bi (<->) 293 0.982 0.379bi (<->) 293 0.973 0.379bi (<->) 294 0.536 0.378bi (<->) 294 0.536 0.378

gldK GldJ bi (<->) 483 0.99 0.998bi (<->) 483 0.99 0.998bi (<->) 483 0.99 0.998bi (<->) 483 0.988 0.998bi (<->) 481 0.742 0.998bi (<->) 481 0.742 0.998

gldN GldN bi (<->) 306 0.99 0.997bi (<->) 306 0.99 0.997bi (<->) 306 0.99 0.997bi (<->) 306 0.987 0.997bi (<->) 307 0.716 0.938bi (<->) 307 0.716 0.938

Transposase uni (->) 294 0.98 0.997uni (->) 294 0.98 0.997uni (->) 294 0.98 0.997uni (->) 203 0.99 0.995uni (->) 294 0.98 0.997uni (->) 294 0.98 0.997

traD Conjugative transposon protein TraD bi (<->) 206 0.841 0.913bi (<->) 206 0.841 0.913bi (<->) 206 0.841 0.913 bi (<->) 159 0.849 0.994bi (<->) 159 0.849 0.994

Conjugative transposon protein TraB bi (<->) 140 0.829 0.993bi (<->) 140 0.829 0.993bi (<->) 140 0.829 0.993 bi (<->) 149 0.805 0.993bi (<->) 149 0.805 0.993

Conjugative transposon protein TraA bi (<->) 253 0.901 0.356bi (<->) 253 0.901 0.356bi (<->) 253 0.901 0.356 bi (<->) 253 0.89 0.356bi (<->) 253 0.89 0.356

Putative mobilization protein BF0133 bi (<->) 123 0.909 0.976bi (<->) 122 0.951 0.992bi (<->) 122 0.951 0.992bi (<->) 123 0.917 0.976bi (<->) 367 0.935 0.657bi (<->) 381 0.935 0.633

Transposase uni (->) 294 0.969 0.442uni (->) 294 0.969 0.442uni (->) 294 0.969 0.442uni (->) 89 0.989 0.989uni (->) 294 0.969 0.442uni (->) 294 0.969 0.442

Transposase uni (->) 294 0.982 0.367uni (->) 294 0.982 0.367uni (->) 294 0.991 0.367uni (->) 203 0.982 0.532uni (->) 294 0.982 0.367uni (->) 294 0.982 0.367

Transposase uni (->) 294 0.978 0.313uni (->) 294 0.978 0.313uni (->) 294 0.978 0.313uni (->) 203 0.978 0.453uni (->) 294 0.978 0.313uni (->) 294 0.978 0.313

UPF0246 protein YaaA bi (<->) 249 0.98 0.996bi (<->) 249 0.98 0.996bi (<->) 249 0.98 0.996bi (<->) 249 0.98 0.996bi (<->) 253 0.628 0.996bi (<->) 253 0.628 0.996

DNA protection during starvation protein bi (<->) 157 0.987 0.994bi (<->) 157 0.987 0.994bi (<->) 157 0.987 0.994bi (<->) 157 0.994 0.994bi (<->) 159 0.342 0.937bi (<->) 159 0.342 0.937

gldG Gliding motility-associated ABC transporter substrate-binding protein GldGbi (<->) 553 0.998 0.998bi (<->) 553 0.998 0.998bi (<->) 553 0.998 0.998bi (<->) 553 0.987 0.998bi (<->) 560 0.499 0.98bi (<->) 560 0.499 0.98

rteC Tetracycline resistance element mobilization regulatory protein RteC

mdtC RND multidrug efflux transporter; Acriflavin resistance proteinbi (<->) 1052 0.996 0.999bi (<->) 1052 0.996 0.999bi (<->) 1052 0.996 0.999uni (->) 1172 0.256 0.423uni (->) 1052 0.24 0.963uni (->) 1036 0.242 0.958

Transposase bi (<->) 294 0.99 0.997bi (<->) 294 0.99 0.997bi (<->) 294 0.99 0.997bi (<->) 203 0.995 0.995bi (<->) 294 0.99 0.997bi (<->) 294 0.99 0.997

hypothetical protein clusted with conjugative transposons, BF0131uni (->) 142 0.909 0.458uni (->) 142 0.909 0.458uni (->) 142 0.909 0.458uni (->) 70 0.786 0.386uni (->) 142 0.439 0.458

czcD Cobalt/zinc/cadmium resistance protein CzcD bi (<->) 264 0.992 0.996bi (<->) 264 0.992 0.996bi (<->) 231 0.991 0.996bi (<->) 254 0.992 0.996bi (<->) 296 0.228 0.608bi (<->) 296 0.228 0.608

gyrA DNA gyrase subunit A (EC 5.99.1.3) bi (<->) 844 0.996 0.999bi (<->) 844 0.996 0.999bi (<->) 844 0.996 0.999bi (<->) 844 0.991 0.999bi (<->) 844 0.859 0.994bi (<->) 844 0.859 0.994

ureD Urease accessory protein UreD bi (<->) 324 0.969 0.997bi (<->) 324 0.969 0.997bi (<->) 324 0.969 0.997bi (<->) 324 0.972 0.997bi (<->) 261 0.276 0.989bi (<->) 261 0.276 0.989

ureG Urease accessory protein UreG bi (<->) 203 0.995 0.995bi (<->) 203 0.995 0.995bi (<->) 203 0.995 0.995bi (<->) 203 1 0.995bi (<->) 213 0.786 0.939bi (<->) 213 0.786 0.939

ureF Urease accessory protein UreF bi (<->) 228 1 0.996bi (<->) 228 1 0.996bi (<->) 228 1 0.996bi (<->) 228 1 0.996bi (<->) 229 0.409 0.974bi (<->) 229 0.409 0.974

ureE Urease accessory protein UreE bi (<->) 160 1 0.994bi (<->) 160 1 0.994bi (<->) 160 1 0.994bi (<->) 148 0.98 0.993bi (<->) 169 0.331 0.852bi (<->) 169 0.331 0.852

ureC Urease alpha subunit (EC 3.5.1.5) bi (<->) 626 0.994 0.998bi (<->) 626 0.994 0.998bi (<->) 626 0.994 0.998bi (<->) 626 0.995 0.998bi (<->) 573 0.688 0.995bi (<->) 573 0.688 0.995

Urease beta subunit (EC 3.5.1.5) bi (<->) 122 0.984 0.992bi (<->) 122 0.984 0.992bi (<->) 122 0.984 0.992bi (<->) 122 0.975 0.992bi (<->) 124 0.588 0.952bi (<->) 124 0.588 0.952

ureA Urease gamma subunit (EC 3.5.1.5) bi (<->) 101 1 0.99bi (<->) 101 1 0.99bi (<->) 101 1 0.99bi (<->) 101 1 0.99bi (<->) 100 0.703 0.99bi (<->) 100 0.703 0.99

rimO Ribosomal protein S12p Asp88 (E. coli) methylthiotransferase (EC 2.8.4.4)bi (<->) 434 0.995 0.998bi (<->) 434 0.995 0.998bi (<->) 434 0.995 0.998bi (<->) 434 0.995 0.998bi (<->) 434 0.857 0.995bi (<->) 434 0.857 0.995

Bacteriocin/lantibiotic efflux ABC transporter, permease/ATP-binding proteinuni (->) 719 0.875 0.997uni (->) 719 0.875 0.997uni (->) 719 0.875 0.997uni (->) 642 0.339 0.838uni (->) 585 0.317 0.964uni (->) 585 0.317 0.964

lagD Bacteriocin/lantibiotic efflux ABC transporter, permease/ATP-binding proteinbi (<->) 719 0.947 0.999bi (<->) 719 0.947 0.999bi (<->) 719 0.947 0.999uni (->) 642 0.311 0.944uni (->) 585 0.305 0.964uni (->) 585 0.305 0.964

Mobile element protein uni (->) 142 0.993 0.993uni (->) 142 0.993 0.993uni (->) 142 0.993 0.993

Mobile element protein uni (->) 263 0.97 0.996uni (->) 263 0.97 0.996uni (->) 263 0.97 0.996 bi (<->) 324 0.287 0.503bi (<->) 324 0.287 0.503

rpsA SSU ribosomal protein S1p bi (<->) 613 0.993 0.998bi (<->) 613 0.993 0.998bi (<->) 613 0.993 0.998bi (<->) 613 0.997 0.998bi (<->) 595 0.89 0.993bi (<->) 595 0.89 0.993

Hydrogen peroxide-inducible genes activator => OxyR bi (<->) 313 1 0.997bi (<->) 313 1 0.997bi (<->) 313 1 0.997bi (<->) 313 0.99 0.997bi (<->) 318 0.599 0.981bi (<->) 318 0.599 0.981

Carbapenem antibiotics biosynthesis protein carD bi (<->) 388 0.995 0.997bi (<->) 388 0.995 0.997bi (<->) 388 0.995 0.997bi (<->) 388 0.992 0.997bi (<->) 387 0.662 0.987bi (<->) 387 0.662 0.987

putative type IIS restriction/modification enzyme bi (<->) 1185 0.811 0.701bi (<->) 1185 0.811 0.701bi (<->) 1185 0.811 0.701bi (<->) 1160 0.81 0.716bi (<->) 1126 0.667 0.836bi (<->) 1112 0.683 0.902

recR Recombination protein RecR bi (<->) 202 0.985 0.995bi (<->) 202 0.985 0.995bi (<->) 202 0.985 0.995bi (<->) 202 0.99 0.995bi (<->) 201 0.735 0.99bi (<->) 201 0.735 0.99

gldJ GldJ bi (<->) 544 0.989 0.998bi (<->) 544 0.989 0.998bi (<->) 544 0.989 0.998bi (<->) 544 0.991 0.998bi (<->) 544 0.73 0.985bi (<->) 544 0.73 0.985

gldB GldB bi (<->) 326 0.991 0.997bi (<->) 326 0.991 0.997bi (<->) 326 0.991 0.997bi (<->) 326 0.988 0.997bi (<->) 324 0.454 0.991bi (<->) 324 0.454 0.991

yheI Efflux ABC transporter, permease/ATP-binding protein bi (<->) 590 0.988 0.998bi (<->) 590 0.988 0.998bi (<->) 590 0.988 0.998bi (<->) 590 0.986 0.998bi (<->) 581 0.645 0.993bi (<->) 581 0.645 0.993

Metal-dependent hydrolases of the beta-lactamase superfamily I; PhnP proteinbi (<->) 259 0.996 0.996bi (<->) 259 0.996 0.996bi (<->) 259 0.996 0.996bi (<->) 259 1 0.996bi (<->) 261 0.585 0.992bi (<->) 261 0.585 0.992

Chromosome (plasmid) partitioning protein ParA bi (<->) 255 1 0.996bi (<->) 255 1 0.996bi (<->) 255 1 0.996bi (<->) 255 1 0.996bi (<->) 257 0.866 0.984bi (<->) 257 0.866 0.984

parB Chromosome (plasmid) partitioning protein ParB bi (<->) 287 0.986 0.997bi (<->) 287 0.986 0.997bi (<->) 287 0.986 0.997bi (<->) 287 0.99 0.997bi (<->) 295 0.684 0.983bi (<->) 295 0.684 0.983

rho Transcription termination factor Rho bi (<->) 557 0.98 0.998bi (<->) 557 0.98 0.998bi (<->) 557 0.98 0.998bi (<->) 554 0.964 0.998bi (<->) 575 0.922 0.666bi (<->) 575 0.922 0.666

lptB Gliding motility-associated ABC transporter ATP-binding protein GldAbi (<->) 232 0.991 0.996bi (<->) 232 0.991 0.996bi (<->) 232 0.991 0.996bi (<->) 232 1 0.996bi (<->) 231 0.617 0.991bi (<->) 231 0.617 0.991

Mobile element protein bi (<->) 142 1 0.993bi (<->) 142 1 0.993bi (<->) 142 1 0.993

Mobile element protein bi (<->) 263 0.989 0.996bi (<->) 263 0.989 0.996bi (<->) 263 0.989 0.996 uni (->) 324 0.293 0.481uni (->) 324 0.293 0.481

Mobile element protein uni (->) 173 0.977 0.994uni (->) 173 0.983 0.994uni (->) 173 0.977 0.994

Mobile element protein uni (->) 173 0.983 0.994uni (->) 173 0.988 0.994uni (->) 173 0.983 0.994

Mobile element protein bi (<->) 173 1 0.994bi (<->) 173 0.994 0.994bi (<->) 173 1 0.994

beta-lactamase-like bi (<->) 286 0.993 0.997bi (<->) 286 0.993 0.997bi (<->) 286 0.993 0.997bi (<->) 286 0.986 0.997bi (<->) 284 0.723 0.993bi (<->) 284 0.723 0.993

gyrB DNA gyrase subunit B (EC 5.99.1.3) bi (<->) 649 0.994 0.998bi (<->) 649 0.994 0.998bi (<->) 649 0.994 0.998bi (<->) 649 0.992 0.998bi (<->) 649 0.886 0.997bi (<->) 649 0.886 0.997


