
1

0.7

0.21

0.77

0.2

WP_059106961.1_DQL57_RS00495_GCF_900478415.1-DQL57_RS00495_XRE_family_transcriptional_regulator_Staphylococcus_auricularis_strain_NCTC12101_genome_assembly HTH_3

0.62

0.97

WP_011274576.1_SH_RS01135_GCF_000009865.1-SH_RS01135_XRE_family_transcriptional_regulator_Staphylococcus_haemolyticus_JCSC1435_DNA HTH_3

WP_002478750.1_DQL46_RS03175_GCF_900478255.1-DQL46_RS03175_XRE_family_transcriptional_regulator_Staphylococcus_lugdunensis_strain_NCTC12217_genome_assembly HTH_3

WP_002470952.1_CEP67_RS07860_GCF_002208805.2-CEP67_RS07860_XRE_family_transcriptional_regulator_Staphylococcus_pettenkoferi_strain_FDAARGOS_288 HTH_3

0.63

WP_047132021.1_BTZ13_RS00310_GCF_001922405.1-BTZ13_RS00310_XRE_family_transcriptional_regulator_Staphylococcus_condimenti_strain_StO_2014-01 HTH_3

WP_044360835.1_CD132_RS10565_GCF_002902635.1-CD132_RS10565_XRE_family_transcriptional_regulator_Staphylococcus_microti_strain_DSM_22147_c7e22946-4813-4895-9c02-81160a8d6eef_c172 HTH_3

0.19

0.38

0.2

0.1

0.91

WP_011274897.1_SH_RS02640_GCF_000009865.1-SH_RS02640_MerR_family_transcriptional_regulator_Staphylococcus_haemolyticus_JCSC1435_DNA MerR_1

0.13

0.12

WP_002454866.1_HMPREF0798_RS02415_GCF_000183685.1-HMPREF0798_RS02415_MerR_family_transcriptional_regulator_Staphylococcus_hominis_subsp._hominis_C80_supercont1.4 MerR_1

0.27

0.14

0.05

0.12

0.54

0.61

WP_047132510.1_BTZ13_RS02300_GCF_001922405.1-BTZ13_RS02300_MerR_family_DNA-binding_transcriptional_regulator_Staphylococcus_condimenti_strain_StO_2014-01 MerR_1

WP_083498182.1_DQL57_RS09160_GCF_900478415.1-DQL57_RS09160_MerR_family_transcriptional_regulator_Staphylococcus_auricularis_strain_NCTC12101_genome_assembly MerR_1

0.4

0.64

WP_105874012.1_CEQ12_RS06375_GCF_002984565.1-CEQ12_RS06375_transcriptional_regulator_Staphylococcus_cohnii_strain_FDAARGOS_334 MerR_1

WP_038679128.1_BE24_RS09645_GCF_000706685.1-BE24_RS09645_MerR_family_transcriptional_regulator_Staphylococcus_xylosus_strain_HKUOPL8 MerR_1

WP_002471717.1_CEP67_RS06300_GCF_002208805.2-CEP67_RS06300_MerR_family_DNA-binding_transcriptional_regulator_Staphylococcus_pettenkoferi_strain_FDAARGOS_288 MerR_1

0.86

WP_017000193.1_YOA_RS0109075_GCF_000286395.1-YOA_RS0109075_MerR_family_transcriptional_regulator_Staphylococcus_lentus_F1142_s6_trimmed_contig_48 MerR_1

0.7

WP_016912047.1_W71_RS0106810_GCF_000286335.1-W71_RS0106810_MerR_family_transcriptional_regulator_Staphylococcus_vitulinus_F1028_S_vitulinus_F1028_0042 MerR_1

WP_088592140.1_CEP64_RS14640_GCF_002209165.2-CEP64_RS14640_MerR_family_transcriptional_regulator_Staphylococcus_sciuri_strain_FDAARGOS_285 MerR_1

0.39

0.5

0.64

WP_056935159.1_SE1039_RS00605_GCF_001432245.1-SE1039_RS00605_MerR_family_transcriptional_regulator_Staphylococcus_equorum_strain_KS1039 MerR_1

WP_073505199.1_BK815_RS09190_GCF_001902315.1-BK815_RS09190_MerR_family_transcriptional_regulator_Staphylococcus_succinus_strain_14BME20 MerR_1

WP_002510597.1_CD036_RS10965_GCF_002902345.1-CD036_RS10965_MerR_family_DNA-binding_transcriptional_regulator_Staphylococcus_arlettae_strain_NCTC_12413_NCTC12413_e2_c28 MerR_1

WP_044360771.1_CD132_RS00195_GCF_002902635.1-CD132_RS00195_MerR_family_transcriptional_regulator_Staphylococcus_microti_strain_DSM_22147_c7e22946-4813-4895-9c02-81160a8d6eef_c1 MerR_1

WP_000074007.1_NWMN_RS13825_GCF_000010465.1-NWMN_RS13825_MerR_family_transcriptional_regulator_Staphylococcus_aureus_subsp._aureus_str._Newman_DNA MerR_1

NP_765603.1_SE2048_GCF_000007645.1-SE2048_MerR_family_transcriptional_regulator_Staphylococcus_epidermidis_ATCC_12228 MerR_1

WP_002460401.1_DQL46_RS02430_GCF_900478255.1-DQL46_RS02430_MerR_family_transcriptional_regulator_Staphylococcus_lugdunensis_strain_NCTC12217_genome_assembly MerR_1

0.78

WP_026023755.1_YOA_RS0114085_GCF_000286395.1-YOA_RS0114085_TetR_AcrR_family_transcriptional_regulator_Staphylococcus_lentus_F1142_s6_trimmed_contig_109 TetR_N TetR_C_8

0.3

WP_052502890.1_CD132_RS07660_GCF_002902635.1-CD132_RS07660_TetR_AcrR_family_transcriptional_regulator_Staphylococcus_microti_strain_DSM_22147_c7e22946-4813-4895-9c02-81160a8d6eef_c75 TetR_N TetR_C_8

0.55

WP_061055040.1_AL483_RS23340_GCF_001559115.2-AL483_RS23340_TetR_AcrR_family_transcriptional_regulator_Staphylococcus_simulans_strain_FDAARGOS_124 TetR_N TetR_C_8

0.93

WP_042739324.1_SH09_RS09010_GCF_000875895.1-SH09_RS09010_TetR_AcrR_family_transcriptional_regulator_Staphylococcus_gallinarum_strain_DSM_20610_contig_10 TetR_N TetR_C_8

WP_021459717.1_CD036_RS09735_GCF_002902345.1-CD036_RS09735_TetR_AcrR_family_transcriptional_regulator_Staphylococcus_arlettae_strain_NCTC_12413_NCTC12413_e2_c24 TetR_N TetR_C_8

0.65

0.98

WP_019470049.1_CEQ12_RS06235_GCF_002984565.1-CEQ12_RS06235_MurR_RpiR_family_transcriptional_regulator_Staphylococcus_cohnii_strain_FDAARGOS_334 HTH_6 SIS

WP_047504595.1_AL528_RS04325_GCF_001558275.2-AL528_RS04325_MurR_RpiR_family_transcriptional_regulator_Staphylococcus_saprophyticus_strain_FDAARGOS_168 HTH_6 SIS

WP_029378453.1_BE24_RS08695_GCF_000706685.1-BE24_RS08695_MurR_RpiR_family_transcriptional_regulator_Staphylococcus_xylosus_strain_HKUOPL8 HTH_6 SIS

0.85

0.4

0.98

WP_016998654.1_YOA_RS0101280_GCF_000286395.1-YOA_RS0101280_helix-turn-helix_domain-containing_protein_Staphylococcus_lentus_F1142_s6_trimmed_contig_5 HTH_25

WP_016910800.1_W71_RS0100350_GCF_000286335.1-W71_RS0100350_transcriptional_regulator_Staphylococcus_vitulinus_F1028_S_vitulinus_F1028_0001 HTH_25

0.54

0.57

0.39

NP_764514.1_SE0959_GCF_000007645.1-SE0959_hypothetical_protein_Staphylococcus_epidermidis_ATCC_12228 HTH_25

WP_002465806.1_A284_RS19740_GCF_000332735.1-A284_RS19740_helix-turn-helix_domain-containing_protein_Staphylococcus_warneri_SG1 HTH_25

0.72

WP_000859443.1_NWMN_RS06710_GCF_000010465.1-NWMN_RS06710_helix-turn-helix_domain-containing_protein_Staphylococcus_aureus_subsp._aureus_str._Newman_DNA HTH_25

WP_002464246.1_CKV88_RS05740_GCF_900187055.1-CKV88_RS05740_helix-turn-helix_domain-containing_protein_Staphylococcus_simiae_strain_NCTC13838_genome_assembly HTH_25

0.68

WP_080937823.1_CEQ12_RS11745_GCF_002984565.1-CEQ12_RS11745_helix-turn-helix_domain-containing_protein_Staphylococcus_cohnii_strain_FDAARGOS_334 HTH_25

0.41

WP_002459262.1_DQL46_RS07885_GCF_900478255.1-DQL46_RS07885_helix-turn-helix_domain-containing_protein_Staphylococcus_lugdunensis_strain_NCTC12217_genome_assembly HTH_25

WP_029377447.1_BE24_RS03545_GCF_000706685.1-BE24_RS03545_helix-turn-helix_domain-containing_protein_Staphylococcus_xylosus_strain_HKUOPL8 HTH_25

WP_009381773.1_A33S_RS0103355_GCF_000298075.1-A33S_RS0103355_helix-turn-helix_domain-containing_protein_Staphylococcus_massiliensis_CCUG_55927_scaffold00001 HTH_25

0.13

0.94

WP_001829875.1_HMPREF0798_RS10595_GCF_000183685.1-HMPREF0798_RS10595_helix-turn-helix_domain-containing_protein_Staphylococcus_hominis_subsp._hominis_C80_supercont1.10 HTH_3

WP_017176827.1_A33S_RS0110280_GCF_000298075.1-A33S_RS0110280_helix-turn-helix_domain-containing_protein_Staphylococcus_massiliensis_CCUG_55927_scaffold00003 HTH_3

0.95

NP_863201.1_SE_p609_GCF_000007645.1-SE_p609_hypothetical_protein_Staphylococcus_epidermidis_ATCC_12228_plasmid_pSE-12228-06 HTH_3

WP_085237443.1_B5P37_RS06365_GCF_002101335.1-B5P37_RS06365_XRE_family_transcriptional_regulator_Staphylococcus_lutrae_strain_ATCC_700373 HTH_3

0.73

0.62

WP_002449595.1_HMPREF0798_RS10980_GCF_000183685.1-HMPREF0798_RS10980_XRE_family_transcriptional_regulator_Staphylococcus_hominis_subsp._hominis_C80_supercont1.12 HTH_3

0.82

0.42

WP_002506058.1_SE1039_RS00830_GCF_001432245.1-SE1039_RS00830_XRE_family_transcriptional_regulator_Staphylococcus_equorum_strain_KS1039 HTH_3

WP_046207056.1_CEQ12_RS03660_GCF_002984565.1-CEQ12_RS03660_transcriptional_regulator_Staphylococcus_cohnii_strain_FDAARGOS_334 HTH_3

WP_048787255.1_AL528_RS01945_GCF_001558275.2-AL528_RS01945_transcriptional_regulator_Staphylococcus_saprophyticus_strain_FDAARGOS_168 HTH_3

WP_048540757.1_CEP64_RS14815_GCF_002209165.2-CEP64_RS14815_XRE_family_transcriptional_regulator_Staphylococcus_sciuri_strain_FDAARGOS_285 HTH_3

0.18

0.92

WP_039643554.1_SHYC_RS00530_GCF_000816085.1-SHYC_RS00530_XRE_family_transcriptional_regulator_Staphylococcus_hyicus_strain_ATCC_11249 HTH_3 Podoplanin

WP_041614898.1_SPSINT_RS12210_GCF_000185885.1-SPSINT_RS12210_XRE_family_transcriptional_regulator_Staphylococcus_pseudintermedius_HKU10-03 HTH_3

0.18

0.16

0.71

WP_056935076.1_SE1039_RS00040_GCF_001432245.1-SE1039_RS00040_XRE_family_transcriptional_regulator_Staphylococcus_equorum_strain_KS1039 HTH_3

WP_048787566.1_AL528_RS02440_GCF_001558275.2-AL528_RS02440_XRE_family_transcriptional_regulator_Staphylococcus_saprophyticus_strain_FDAARGOS_168 HTH_3

WP_073345820.1_CEQ12_RS04280_GCF_002984565.1-CEQ12_RS04280_XRE_family_transcriptional_regulator_Staphylococcus_cohnii_strain_FDAARGOS_334 HTH_3

0

0.5

WP_042739955.1_SH09_RS12330_GCF_000875895.1-SH09_RS12330_XRE_family_transcriptional_regulator_Staphylococcus_gallinarum_strain_DSM_20610_contig_42 HTH_3

1

WP_016911853.1_W71_RS0105830_GCF_000286335.1-W71_RS0105830_XRE_family_transcriptional_regulator_Staphylococcus_vitulinus_F1028_S_vitulinus_F1028_0031 HTH_3

WP_088592594.1_CEP64_RS26220_GCF_002209165.2-CEP64_RS26220_helix-turn-helix_domain-containing_protein_Staphylococcus_sciuri_strain_FDAARGOS_285 HTH_3

WP_029378716.1_BE24_RS12090_GCF_000706685.1-BE24_RS12090_XRE_family_transcriptional_regulator_Staphylococcus_xylosus_strain_HKUOPL8 HTH_3

0.45

0.04

0.41

WP_001054118.1_NWMN_RS14925_GCF_000010465.1-NWMN_RS14925_transcriptional_regulator_Staphylococcus_aureus_subsp._aureus_str._Newman_DNA HTH_3

WP_002461060.1_DQL46_RS12095_GCF_900478255.1-DQL46_RS12095_XRE_family_transcriptional_regulator_Staphylococcus_lugdunensis_strain_NCTC12217_genome_assembly HTH_3

0.17

WP_002454546.1_HMPREF0798_RS00360_GCF_000183685.1-HMPREF0798_RS00360_XRE_family_transcriptional_regulator_Staphylococcus_hominis_subsp._hominis_C80_supercont1.3 HTH_3

NP_765964.1_SE2409_GCF_000007645.1-SE2409_hypothetical_protein_Staphylococcus_epidermidis_ATCC_12228 HTH_3

0.45

WP_011276907.1_SH_RS12905_GCF_000009865.1-SH_RS12905_XRE_family_transcriptional_regulator_Staphylococcus_haemolyticus_JCSC1435_DNA HTH_3

WP_002466381.1_A284_RS24325_GCF_000332735.1-A284_RS24325_XRE_family_transcriptional_regulator_Staphylococcus_warneri_SG1 HTH_3

1.43

Uncharacterized

Uncharacterized

Uncharacterized

NanR

Uncharacterized

Uncharacterized

Uncharacterized

MtbS


