
1

0

0

0

0.02

0.58

0.38

0.34

0.52

WP_015510543.1_ECBG_RS15005_GCF_000157355.2-ECBG_RS15005_DUF3955_domain-containing_protein_Enterococcus_casseliflavus_EC20 HTH_3 DUF3955

WP_071869213.1_CK496_RS07535_GCF_002290025.1-CK496_RS07535_DUF3955_domain-containing_protein_Enterococcus_thailandicus_strain_a523 HTH_3 DUF3955

WP_010767238.1_UC3_RS02805_GCF_000394035.1-UC3_RS02805_DUF3955_domain-containing_protein_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.4 HTH_3 DUF3955

0.4

WP_071875005.1_RU93_RS07540_GCF_001885765.1-RU93_RS07540_DUF3955_domain-containing_protein_Enterococcus_aquimarinus_strain_DSM_17690_Scaffold9 HTH_3 DUF3955

WP_076632131.1_B4V05_RS09720_GCF_002224565.1-B4V05_RS09720_DUF3955_domain-containing_protein_Lactobacillus_sakei_strain_FAM18311 HTH_3 DUF3955

0.36

WP_010018796.1_LF20184_RS01485_GCF_002706745.1-LF20184_RS01485_helix-turn-helix_domain-containing_protein_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3 DUF3955

YP_805438.1_LSEI_0132_GCF_000014525.1-LSEI_0132_XRE_family_transcriptional_regulator_Lactobacillus_paracasei_ATCC_334 HTH_3

0.18

0.06

WP_082147252.1_BN1875_RS05900_GCF_001050095.1-BN1875_RS05900_XRE_family_transcriptional_regulator_Enterococcus_massiliensis_strain_AM1 HTH_3

0.08

WP_082294053.1_CK496_RS09800_GCF_002290025.1-CK496_RS09800_XRE_family_transcriptional_regulator_Enterococcus_thailandicus_strain_a523 HTH_3

0.62

0.38

WP_069698058.1_BCR26_RS05980_GCF_001742285.1-BCR26_RS05980_XRE_family_transcriptional_regulator_Enterococcus_rivorum_strain_LMG_25899_2 HTH_3

WP_010761769.1_UAW_RS07770_GCF_000393995.1-UAW_RS07770_XRE_family_transcriptional_regulator_Enterococcus_haemoperoxidus_ATCC_BAA-382_acvJN-supercont1.3 HTH_3

WP_076631874.1_B4V05_RS01090_GCF_002224565.1-B4V05_RS01090_XRE_family_transcriptional_regulator_Lactobacillus_sakei_strain_FAM18311 HTH_3

WP_071873676.1_RU93_RS00615_GCF_001885765.1-RU93_RS00615_XRE_family_transcriptional_regulator_Enterococcus_aquimarinus_strain_DSM_17690_Scaffold1 HTH_3

0

0.02

0.02

0.18

WP_081454106.1_LF20184_RS06350_GCF_002706745.1-LF20184_RS06350_XRE_family_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

WP_060459701.1_LBAT_RS06700_GCF_001042405.1-LBAT_RS06700_XRE_family_transcriptional_regulator_Lactobacillus_acetotolerans_DNA HTH_3

0.4

0.46

0.92

WP_010753192.1_I579_RS00345_GCF_000407365.1-I579_RS00345_XRE_family_transcriptional_regulator_Enterococcus_asini_ATCC_700915_acOtD-supercont2.1 HTH_3

WP_067623183.1_EP1_RS02475_GCF_001544295.1-EP1_RS02475_XRE_family_transcriptional_regulator_Enterococcus_pseudoavium_NBRC_100491 HTH_3

0.98

WP_013437095.1_LAC30SC_RS01185_GCF_000191545.1-LAC30SC_RS01185_XRE_family_transcriptional_regulator_Lactobacillus_amylovorus_strain_30SC HTH_3

0.34

WP_003647874.1_LGAS_RS01145_GCF_000014425.1-LGAS_RS01145_XRE_family_transcriptional_regulator_Lactobacillus_gasseri_ATCC_33323 HTH_3

YP_193168.1_LBA0244_GCF_000011985.1-LBA0244_transcriptional_regulator_Lactobacillus_acidophilus_NCFM HTH_3

WP_084131144.1_RU93_RS02785_GCF_001885765.1-RU93_RS02785_XRE_family_transcriptional_regulator_Enterococcus_aquimarinus_strain_DSM_17690_Scaffold2 HTH_3

YP_194763.1_LBA1936_GCF_000011985.1-LBA1936_hypothetical_protein_Lactobacillus_acidophilus_NCFM HTH_3

0.84

WP_015510303.1_ECBG_RS12830_GCF_000157355.2-ECBG_RS12830_XRE_family_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

WP_048604576.1_BN1875_RS09315_GCF_001050095.1-BN1875_RS09315_XRE_family_transcriptional_regulator_Enterococcus_massiliensis_strain_AM1 HTH_3

0

0

0

0

0

0

0

0.06

0.5

0.8

0.2

0.24

WP_114525728.1_EGCR1_RS16265_GCF_003343305.1-EGCR1_RS16265_LuxR_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1_plasmid_pCR1A GerE

WP_010741731.1_I585_RS10425_GCF_000407185.1-I585_RS10425_LuxR_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.2 GerE

WP_063626626.1_A6P53_RS02570_GCF_001641305.1-A6P53_RS02570_DNA-binding_response_regulator_Enterococcus_hirae_strain_R17 GerE

WP_067624367.1_EP1_RS04930_GCF_001544295.1-EP1_RS04930_LuxR_family_transcriptional_regulator_Enterococcus_pseudoavium_NBRC_100491 GerE

0.1

0.06

0.26

0.46

WP_010761083.1_UAW_RS04335_GCF_000393995.1-UAW_RS04335_LuxR_family_transcriptional_regulator_Enterococcus_haemoperoxidus_ATCC_BAA-382_acvJN-supercont1.2 GerE

WP_003643099.1_JDM1_RS06015_GCF_000023085.1-JDM1_RS06015_LysR_family_transcriptional_regulator_Lactobacillus_plantarum_JDM1 HTH_1 LysR_substrate

WP_057904873.1_FC07_RS09530_GCF_001434575.1-FC07_RS09530_AraC_family_transcriptional_regulator_Lactobacillus_bifermentans_DSM_20003_NODE_156 AraC_binding HTH_18

NP_814480.1_EF0731_GCF_000007785.1-EF0731_LuxR_family_transcriptional_regulator_Enterococcus_faecalis_V583 GerE

WP_034692334.1_UAU_RS01610_GCF_000393975.1-UAU_RS01610_DNA-binding_response_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.1 GerE

0

YP_006375213.1_HMPREF0351_10607_GCF_000174395.2-HMPREF0351_10607_transcriptional_regulator_Enterococcus_faecium_DO HTH_3

0.08

0.12

WP_021314941.1_LGAS_RS09185_GCF_000014425.1-LGAS_RS09185_MerR_family_transcriptional_regulator_Lactobacillus_gasseri_ATCC_33323 MerR_1

0.04

0.02

0.02

0.12

0.6

WP_016184255.1_RR47_RS08195_GCF_001885835.1-RR47_RS08195_MerR_family_DNA-binding_transcriptional_regulator_Enterococcus_columbae_DSM_7374_ATCC_51263_strain_DSM_7374_Scaffold17 MerR_1

WP_114523923.1_EGCR1_RS00880_GCF_003343305.1-EGCR1_RS00880_MerR_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1 MerR_1

WP_014939198.1_LBUCD034_RS00895_GCF_000298115.2-LBUCD034_RS00895_MerR_family_DNA-binding_transcriptional_regulator_Lactobacillus_buchneri_CD034 MerR_1

0

WP_057904263.1_FC07_RS06210_GCF_001434575.1-FC07_RS06210_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_bifermentans_DSM_20003_NODE_55 TetR_N

0.08

0.02

WP_011668885.1_LVIS_RS21830_GCF_000014465.1-LVIS_RS21830_MerR_family_transcriptional_regulator_Lactobacillus_brevis_ATCC_367 MerR_1

WP_010755676.1_UAU_RS03020_GCF_000393975.1-UAU_RS03020_MerR_family_DNA-binding_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.1 MerR_1

WP_010690136.1_FC30_RS00095_GCF_001434535.1-FC30_RS00095_MerR_family_transcriptional_regulator_Lactobacillus_animalis_KCTC_3501_DSM_20602_NODE_3 MerR_1

WP_013642591.1_LAC30SC_RS10235_GCF_000191545.1-LAC30SC_RS10235_MerR_family_transcriptional_regulator_Lactobacillus_amylovorus_strain_30SC MerR_1

YP_194780.1_LBA1955_GCF_000011985.1-LBA1955_transcriptional_regulator_family_protein_Lactobacillus_acidophilus_NCFM MerR_1

0.1

0.32

0.86

0.22

0.02

0.06

0.96

WP_016183687.1_RR47_RS03755_GCF_001885835.1-RR47_RS03755_TetR_AcrR_family_transcriptional_regulator_Enterococcus_columbae_DSM_7374_ATCC_51263_strain_DSM_7374_Scaffold5 TetR_N

WP_016251681.1_RA45_RS01715_GCF_001318405.1-RA45_RS01715_TetR_AcrR_family_transcriptional_regulator_Enterococcus_cecorum_strain_SA3_genome TetR_N

0.1

NP_815249.1_EF1531_GCF_000007785.1-EF1531_TetR_family_transcriptional_regulator_Enterococcus_faecalis_V583 TetR_N

WP_007207087.1_HMPREF9088_RS00315_GCF_000185365.1-HMPREF9088_RS00315_TetR_AcrR_family_transcriptional_regulator_Enterococcus_italicus_DSM_15952_SCAFFOLD1 TetR_N TetR_C_33

0.32

0.22

WP_016184266.1_RR47_RS08590_GCF_001885835.1-RR47_RS08590_TetR_AcrR_family_transcriptional_regulator_Enterococcus_columbae_DSM_7374_ATCC_51263_strain_DSM_7374_Scaffold19 TetR_N

0.98

0.44

0.54

WP_071858600.1_RV04_RS11415_GCF_001885945.1-RV04_RS11415_TetR_AcrR_family_transcriptional_regulator_Enterococcus_hermanniensis_strain_DSM_17122_Scaffold13 TetR_N

WP_067626694.1_EP1_RS09190_GCF_001544295.1-EP1_RS09190_TetR_AcrR_family_transcriptional_regulator_Enterococcus_pseudoavium_NBRC_100491 TetR_N

WP_010780545.1_EGCR1_RS06585_GCF_003343305.1-EGCR1_RS06585_TetR_AcrR_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1 TetR_N

WP_010740083.1_I585_RS20630_GCF_000407185.1-I585_RS20630_TetR_AcrR_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.3 TetR_N

WP_010735953.1_EMQU_RS04320_GCF_000504125.1-EMQU_RS04320_TetR_AcrR_family_transcriptional_regulator_Enterococcus_mundtii_QU_25_DNA TetR_N

0.62

YP_806319.1_LSEI_1084_GCF_000014525.1-LSEI_1084_transcriptional_regulator_Lactobacillus_paracasei_ATCC_334 TetR_N TetR_C_33

WP_054676506.1_JCM1186_RS02445_GCF_001311055.1-JCM1186_RS02445_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_sharpeae_JCM_1186_DSM_20505_strain_JCM_1186 TetR_N TetR_C_33

WP_056947308.1_LA20533_RS04890_GCF_001936335.1-LA20533_RS04890_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_amylophilus_DSM_20533_JCM_1125 TetR_N

WP_035424203.1_LGAS_RS04740_GCF_000014425.1-LGAS_RS04740_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_gasseri_ATCC_33323 TetR_N TetR_C_8

0.54

NP_814359.1_EF0600_GCF_000007785.1-EF0600_TetR_family_transcriptional_regulator_Enterococcus_faecalis_V583 TetR_N

0.2

WP_069698056.1_BCR26_RS05970_GCF_001742285.1-BCR26_RS05970_TetR_AcrR_family_transcriptional_regulator_Enterococcus_rivorum_strain_LMG_25899_2 TetR_N TetR_C_8

0.74

WP_014074134.1_LRC_RS09095_GCF_000224985.1-LRC_RS09095_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_ruminis_ATCC_27782 TetR_N TetR_C_8

0.2

0.22

WP_003664827.1_LREU_RS08535_GCF_000016825.1-LREU_RS08535_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_reuteri_DSM_20016 TetR_N TetR_C_8

WP_057905804.1_FC07_RS14570_GCF_001434575.1-FC07_RS14570_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_bifermentans_DSM_20003_NODE_341 TetR_N TetR_C_8

WP_003677444.1_LC20001_RS11875_GCF_002706425.1-LC20001_RS11875_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_coryniformis_subsp._coryniformis_KCTC_3167_DSM_20001 TetR_N TetR_C_8

WP_067482965.1_CK496_RS10915_GCF_002290025.1-CK496_RS10915_XRE_family_transcriptional_regulator_Enterococcus_thailandicus_strain_a523 HTH_3

0

0

0

WP_016183567.1_RR47_RS02640_GCF_001885835.1-RR47_RS02640_XRE_family_transcriptional_regulator_Enterococcus_columbae_DSM_7374_ATCC_51263_strain_DSM_7374_Scaffold4 HTH_3

0

0.34

WP_010762374.1_UAW_RS10820_GCF_000393995.1-UAW_RS10820_XRE_family_transcriptional_regulator_Enterococcus_haemoperoxidus_ATCC_BAA-382_acvJN-supercont1.3 HTH_3

YP_006377359.1_HMPREF0351_12753_GCF_000174395.2-HMPREF0351_12753_helix-turn-helix_domain-containing_protein_Enterococcus_faecium_DO_plasmid_2 HTH_3

0.5

WP_095803431.1_CK496_RS02310_GCF_002290025.1-CK496_RS02310_XRE_family_transcriptional_regulator_Enterococcus_thailandicus_strain_a523 HTH_3

WP_071869262.1_CK496_RS09185_GCF_002290025.1-CK496_RS09185_XRE_family_transcriptional_regulator_Enterococcus_thailandicus_strain_a523 HTH_3

0.2

WP_067394709.1_ECA01S_RS09835_GCF_001544375.1-ECA01S_RS09835_XRE_family_transcriptional_regulator_Enterococcus_canis_NBRC_100695 HTH_3

1

WP_041819833.1_LRC_RS02285_GCF_000224985.1-LRC_RS02285_XRE_family_transcriptional_regulator_Lactobacillus_ruminis_ATCC_27782 HTH_3

WP_014074298.1_LRC_RS10010_GCF_000224985.1-LRC_RS10010_XRE_family_transcriptional_regulator_Lactobacillus_ruminis_ATCC_27782 HTH_3

0.08

WP_067389549.1_ECA01S_RS00645_GCF_001544375.1-ECA01S_RS00645_helix-turn-helix_domain-containing_protein_Enterococcus_canis_NBRC_100695 HTH_3

WP_082147284.1_BN1875_RS12565_GCF_001050095.1-BN1875_RS12565_XRE_family_transcriptional_regulator_Enterococcus_massiliensis_strain_AM1 HTH_3

0.08

WP_005226263.1_ECBG_RS15855_GCF_000157355.2-ECBG_RS15855_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

0.1

0.92

WP_016172664.1_RK01_RS07360_GCF_000406945.1-RK01_RS07360_transcriptional_regulator_Enterococcus_dispar_ATCC_51266_acpMG-supercont1.1 HTH_3

WP_095803330.1_CK496_RS00180_GCF_002290025.1-CK496_RS00180_helix-turn-helix_domain-containing_protein_Enterococcus_thailandicus_strain_a523 HTH_3

0.12

0.24

WP_072539875.1_JDM1_RS13710_GCF_000023085.1-JDM1_RS13710_XRE_family_transcriptional_regulator_Lactobacillus_plantarum_JDM1 HTH_3

WP_003634069.1_HMPREF0519_RS01600_GCF_000159315.1-HMPREF0519_RS01600_transcriptional_regulator_Lactobacillus_hilgardii_DSM_20176_ATCC_8290_SCAFFOLD1 HTH_3

WP_016186070.1_I573_RS04765_GCF_000407605.1-I573_RS04765_transcriptional_regulator_Enterococcus_sulfureus_ATCC_49903_acyDF-supercont2.3 HTH_3

0

0.34

0.26

0.54

0.1

0.6

WP_010761749.1_UAW_RS07675_GCF_000393995.1-UAW_RS07675_XRE_family_transcriptional_regulator_Enterococcus_haemoperoxidus_ATCC_BAA-382_acvJN-supercont1.3 HTH_3

0.54

0.3

WP_016186665.1_I573_RS11225_GCF_000407605.1-I573_RS11225_XRE_family_transcriptional_regulator_Enterococcus_sulfureus_ATCC_49903_acyDF-supercont2.8 HTH_3

0.84

WP_010766829.1_UC3_RS00705_GCF_000394035.1-UC3_RS00705_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.3 HTH_3

WP_010767865.1_UC3_RS05900_GCF_000394035.1-UC3_RS05900_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.5 HTH_3

WP_007207949.1_HMPREF9088_RS04385_GCF_000185365.1-HMPREF9088_RS04385_XRE_family_transcriptional_regulator_Enterococcus_italicus_DSM_15952_SCAFFOLD1 HTH_3

0.5

WP_015510377.1_ECBG_RS13405_GCF_000157355.2-ECBG_RS13405_XRE_family_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

WP_010757240.1_UAU_RS11655_GCF_000393975.1-UAU_RS11655_XRE_family_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.5 HTH_3

0.94

0.66

WP_114525439.1_EGCR1_RS14365_GCF_003343305.1-EGCR1_RS14365_XRE_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1_plasmid_pCR1A HTH_3

WP_010742021.1_I585_RS11850_GCF_000407185.1-I585_RS11850_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.2 HTH_3

WP_067626888.1_EP1_RS09505_GCF_001544295.1-EP1_RS09505_XRE_family_transcriptional_regulator_Enterococcus_pseudoavium_NBRC_100491 HTH_3

WP_035181987.1_LF20184_RS06435_GCF_002706745.1-LF20184_RS06435_XRE_family_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

0.58

WP_010010482.1_LC20001_RS00160_GCF_002706425.1-LC20001_RS00160_XRE_family_transcriptional_regulator_Lactobacillus_coryniformis_subsp._coryniformis_KCTC_3167_DSM_20001 HTH_3

WP_014940283.1_LBUCD034_RS08290_GCF_000298115.2-LBUCD034_RS08290_XRE_family_transcriptional_regulator_Lactobacillus_buchneri_CD034 HTH_3

0.02

0.28

0.7

WP_016186028.1_I573_RS04980_GCF_000407605.1-I573_RS04980_XRE_family_transcriptional_regulator_Enterococcus_sulfureus_ATCC_49903_acyDF-supercont2.3 HTH_3

0.26

WP_016176300.1_RV16_RS02430_GCF_001886235.1-RV16_RS02430_XRE_family_transcriptional_regulator_Enterococcus_saccharolyticus_strain_DSM_20726_Scaffold3 HTH_3

WP_010019663.1_LF20184_RS06300_GCF_002706745.1-LF20184_RS06300_XRE_family_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

WP_010021135.1_LF20184_RS01610_GCF_002706745.1-LF20184_RS01610_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

0.04

WP_010755556.1_UAU_RS02430_GCF_000393975.1-UAU_RS02430_XRE_family_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.1 HTH_3

0.02

0.04

0.36

WP_052288965.1_LVIS_RS21965_GCF_000014465.1-LVIS_RS21965_XRE_family_transcriptional_regulator_Lactobacillus_brevis_ATCC_367 HTH_3

WP_057904208.1_FC07_RS05925_GCF_001434575.1-FC07_RS05925_helix-turn-helix_domain-containing_protein_Lactobacillus_bifermentans_DSM_20003_NODE_53 HTH_3

WP_010010504.1_LC20001_RS00280_GCF_002706425.1-LC20001_RS00280_XRE_family_transcriptional_regulator_Lactobacillus_coryniformis_subsp._coryniformis_KCTC_3167_DSM_20001 HTH_3

WP_003644056.1_JDM1_RS03925_GCF_000023085.1-JDM1_RS03925_XRE_family_transcriptional_regulator_Lactobacillus_plantarum_JDM1 HTH_3

0

0

0.2

0.74

WP_069697036.1_BCR26_RS00735_GCF_001742285.1-BCR26_RS00735_XRE_family_transcriptional_regulator_Enterococcus_rivorum_strain_LMG_25899_1 HTH_3

WP_010767658.1_UC3_RS17765_GCF_000394035.1-UC3_RS17765_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.4 HTH_3

WP_044502698.1_LBUCD034_RS11590_GCF_000298115.2-LBUCD034_RS11590_XRE_family_transcriptional_regulator_Lactobacillus_buchneri_CD034 HTH_3

WP_015510049.1_ECBG_RS10510_GCF_000157355.2-ECBG_RS10510_XRE_family_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

0

0.02

0.08

0.48

WP_010763113.1_UAW_RS14655_GCF_000393995.1-UAW_RS14655_transcriptional_regulator_Enterococcus_haemoperoxidus_ATCC_BAA-382_acvJN-supercont1.3 HTH_3

WP_010759720.1_UAU_RS26705_GCF_000393975.1-UAU_RS26705_XRE_family_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.7 HTH_3

0.86

WP_114524029.1_EGCR1_RS02100_GCF_003343305.1-EGCR1_RS02100_XRE_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1 HTH_3

WP_010742933.1_I585_RS07765_GCF_000407185.1-I585_RS07765_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.1 HTH_19

0.22

0.18

0.78

0.66

WP_010779262.1_EGCR1_RS14805_GCF_003343305.1-EGCR1_RS14805_XRE_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1_plasmid_pCR1A HTH_3

0.16

WP_010742067.1_I585_RS12085_GCF_000407185.1-I585_RS12085_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.2 HTH_3

0.06

WP_071861896.1_RV00_RS07030_GCF_001885905.1-RV00_RS07030_XRE_family_transcriptional_regulator_Enterococcus_devriesei_strain_DSM_22802_Scaffold4 HTH_19

WP_067625442.1_EP1_RS06660_GCF_001544295.1-EP1_RS06660_XRE_family_transcriptional_regulator_Enterococcus_pseudoavium_NBRC_100491 HTH_3

WP_010757242.1_UAU_RS11665_GCF_000393975.1-UAU_RS11665_XRE_family_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.5 HTH_3

0.62

WP_010010498.1_LC20001_RS00240_GCF_002706425.1-LC20001_RS00240_XRE_family_transcriptional_regulator_Lactobacillus_coryniformis_subsp._coryniformis_KCTC_3167_DSM_20001 HTH_3

WP_057903458.1_FC07_RS01745_GCF_001434575.1-FC07_RS01745_XRE_family_transcriptional_regulator_Lactobacillus_bifermentans_DSM_20003_NODE_10 HTH_3

WP_054745713.1_LA20533_RS05100_GCF_001936335.1-LA20533_RS05100_XRE_family_transcriptional_regulator_Lactobacillus_amylophilus_DSM_20533_JCM_1125 HTH_3

0

0

0.34

WP_003669269.1_LREU_RS09345_GCF_000016825.1-LREU_RS09345_XRE_family_transcriptional_regulator_Lactobacillus_reuteri_DSM_20016 HTH_3

WP_003642252.1_JDM1_RS12050_GCF_000023085.1-JDM1_RS12050_XRE_family_transcriptional_regulator_Lactobacillus_plantarum_JDM1 HTH_3

0

0.08

WP_010757362.1_UAU_RS12270_GCF_000393975.1-UAU_RS12270_XRE_family_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.5 HTH_3

WP_011666899.1_LVIS_RS11990_GCF_000014465.1-LVIS_RS11990_XRE_family_transcriptional_regulator_Lactobacillus_brevis_ATCC_367 HTH_3

WP_015826053.1_JDM1_RS13270_GCF_000023085.1-JDM1_RS13270_XRE_family_transcriptional_regulator_Lactobacillus_plantarum_JDM1 HTH_3

0

0

WP_015825190.1_JDM1_RS02830_GCF_000023085.1-JDM1_RS02830_helix-turn-helix_domain-containing_protein_Lactobacillus_plantarum_JDM1 HTH_3

WP_015509402.1_ECBG_RS05555_GCF_000157355.2-ECBG_RS05555_XRE_family_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

0

0.06

0.22

WP_067628251.1_EP1_RS13025_GCF_001544295.1-EP1_RS13025_XRE_family_transcriptional_regulator_Enterococcus_pseudoavium_NBRC_100491 HTH_3

WP_054678926.1_JCM1186_RS08950_GCF_001311055.1-JCM1186_RS08950_XRE_family_transcriptional_regulator_Lactobacillus_sharpeae_JCM_1186_DSM_20505_strain_JCM_1186 HTH_3

WP_003669505.1_LREU_RS00080_GCF_000016825.1-LREU_RS00080_XRE_family_transcriptional_regulator_Lactobacillus_reuteri_DSM_20016 HTH_3

0.02

0.12

WP_048603710.1_BN1875_RS03730_GCF_001050095.1-BN1875_RS03730_XRE_family_transcriptional_regulator_Enterococcus_massiliensis_strain_AM1 HTH_3

0.18

WP_010768972.1_UC3_RS17900_GCF_000394035.1-UC3_RS17900_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.7 HTH_3

WP_014073466.1_LRC_RS05235_GCF_000224985.1-LRC_RS05235_XRE_family_transcriptional_regulator_Lactobacillus_ruminis_ATCC_27782 HTH_3

0.06

0.06

0.34

WP_010741313.1_I585_RS21210_GCF_000407185.1-I585_RS21210_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.4 HTH_3

WP_081628314.1_UC3_RS05905_GCF_000394035.1-UC3_RS05905_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.5 HTH_3

WP_007207973.1_HMPREF9088_RS11425_GCF_000185365.1-HMPREF9088_RS11425_XRE_family_transcriptional_regulator_Enterococcus_italicus_DSM_15952_SCAFFOLD1 HTH_3

0.26

WP_010017939.1_LF20184_RS00250_GCF_002706745.1-LF20184_RS00250_helix-turn-helix_domain-containing_protein_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

WP_011668990.1_LVIS_RS22905_GCF_000014465.1-LVIS_RS22905_XRE_family_transcriptional_regulator_BreG_Lactobacillus_brevis_ATCC_367_plasmid_1 HTH_3

0.5

WP_007207957.1_HMPREF9088_RS04425_GCF_000185365.1-HMPREF9088_RS04425_XRE_family_transcriptional_regulator_Enterococcus_italicus_DSM_15952_SCAFFOLD1 HTH_3

WP_010768457.1_UC3_RS08900_GCF_000394035.1-UC3_RS08900_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.6 HTH_3

0

0.04

0.06

0.34

WP_114526003.1_EGCR1_RS18200_GCF_003343305.1-EGCR1_RS18200_helix-turn-helix_domain-containing_protein_Enterococcus_gilvus_strain_CR1_plasmid_pCR1A HTH_3

WP_010020552.1_LF20184_RS03750_GCF_002706745.1-LF20184_RS03750_helix-turn-helix_domain-containing_protein_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

WP_015510562.1_ECBG_RS15110_GCF_000157355.2-ECBG_RS15110_XRE_family_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

0.54

WP_010743292.1_I585_RS05940_GCF_000407185.1-I585_RS05940_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.1 HTH_3

WP_010769376.1_UC3_RS13510_GCF_000394035.1-UC3_RS13510_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.7 HTH_3

0

0.04

0.22

WP_083483318.1_FC07_RS15695_GCF_001434575.1-FC07_RS15695_helix-turn-helix_domain-containing_protein_Lactobacillus_bifermentans_DSM_20003_NODE_248 HTH_3 DUF3923

YP_807915.1_LSEI_2759_GCF_000014525.1-LSEI_2759_XRE_family_transcriptional_regulator_Lactobacillus_paracasei_ATCC_334 HTH_31

0.46

WP_015509613.1_ECBG_RS07240_GCF_000157355.2-ECBG_RS07240_XRE_family_transcriptional_regulator_Enterococcus_casseliflavus_EC20 HTH_3

WP_010740201.1_I585_RS22780_GCF_000407185.1-I585_RS22780_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.3 HTH_3

0.08

WP_021816442.1_LAF_RS08365_GCF_000010145.1-LAF_RS08365_helix-turn-helix_domain-containing_protein_Lactobacillus_fermentum_IFO_3956_DNA HTH_3

WP_082403849.1_JCM1186_RS03380_GCF_001311055.1-JCM1186_RS03380_TetR_AcrR_family_transcriptional_regulator_Lactobacillus_sharpeae_JCM_1186_DSM_20505_strain_JCM_1186 TetR_N

0.18

0.04

WP_010767392.1_UC3_RS03560_GCF_000394035.1-UC3_RS03560_XRE_family_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.4 HTH_3

0.16

1

WP_114525375.1_EGCR1_RS10460_GCF_003343305.1-EGCR1_RS10460_XRE_family_transcriptional_regulator_Enterococcus_gilvus_strain_CR1 HTH_3

WP_010741027.1_I585_RS15880_GCF_000407185.1-I585_RS15880_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.3 HTH_3

WP_010756844.1_UAU_RS09675_GCF_000393975.1-UAU_RS09675_XRE_family_transcriptional_regulator_Enterococcus_pallens_ATCC_BAA-351_acvKb-supercont1.4 HTH_3

1

WP_010017972.1_LF20184_RS00135_GCF_002706745.1-LF20184_RS00135_XRE_family_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

WP_010017972.1_LF20184_RS12580_GCF_002706745.1-LF20184_RS12580_XRE_family_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

0.04

0

0.12

0.96

WP_010767130.1_UC3_RS02265_GCF_000394035.1-UC3_RS02265_helix-turn-helix_domain-containing_protein_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.4 HTH_3

WP_057904195.1_FC07_RS05860_GCF_001434575.1-FC07_RS05860_hypothetical_protein_Lactobacillus_bifermentans_DSM_20003_NODE_53 HTH_3 DUF1700

WP_099267199.1_LC20001_RS11965_GCF_002706425.1-LC20001_RS11965_XRE_family_transcriptional_regulator_Lactobacillus_coryniformis_subsp._coryniformis_KCTC_3167_DSM_20001 HTH_3

WP_011668989.1_LVIS_RS22900_GCF_000014465.1-LVIS_RS22900_XRE_family_transcriptional_regulator_BcrR_Lactobacillus_brevis_ATCC_367_plasmid_1 HTH_3

WP_010770213.1_UC3_RS17685_GCF_000394035.1-UC3_RS17685_helix-turn-helix_domain-containing_protein_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.9 HTH_3

0

0.7

0.94

0.76

WP_000395511.1_A6P53_RS13055_GCF_001641305.1-A6P53_RS13055_XRE_family_transcriptional_regulator_Enterococcus_hirae_strain_R17_plasmid HTH_3

0.22

WP_002367752.1_BEN83_RS09555_GCF_002240375.1-BEN83_RS09555_XRE_family_transcriptional_regulator_Lactobacillus_agilis_strain_La3 HTH_3

WP_000395511.1_RA45_RS01100_GCF_001318405.1-RA45_RS01100_XRE_family_transcriptional_regulator_Enterococcus_cecorum_strain_SA3_genome HTH_3

WP_010020309.1_LF20184_RS08720_GCF_002706745.1-LF20184_RS08720_XRE_family_transcriptional_regulator_Lactobacillus_farciminis_KCTC_3681_DSM_20184 HTH_3

WP_010743224.1_I585_RS06290_GCF_000407185.1-I585_RS06290_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.1 HTH_3

0

WP_016174155.1_RV16_RS06810_GCF_001886235.1-RV16_RS06810_transcriptional_regulator_Enterococcus_saccharolyticus_strain_DSM_20726_Scaffold9 HTH_3

0.02

0.66

0.86

WP_010740048.1_I585_RS05495_GCF_000407185.1-I585_RS05495_XRE_family_transcriptional_regulator_Enterococcus_malodoratus_ATCC_43197_acOtv-supercont2.1 HTH_3

WP_069697179.1_BCR26_RS01425_GCF_001742285.1-BCR26_RS01425_XRE_family_transcriptional_regulator_Enterococcus_rivorum_strain_LMG_25899_10 HTH_3

WP_016186667.1_I573_RS11240_GCF_000407605.1-I573_RS11240_XRE_family_transcriptional_regulator_Enterococcus_sulfureus_ATCC_49903_acyDF-supercont2.8 HTH_3

WP_010767107.1_UC3_RS17715_GCF_000394035.1-UC3_RS17715_transcriptional_regulator_Enterococcus_phoeniculicola_ATCC_BAA-412_acvKl-supercont1.4 HTH_3

1.56

Uncharacterized

Uncharacterized

Uncharacterized

BcrR

Mtbs

BreG

LP_2291

Uncharacterized

LP_2291-like

Uncharacterized

Uncharacterized

Uncharacterized

Uncharacterized

Uncharacterized

Uncharacterized

Uncharacterized

Uncharacterized

AguR

AguR

HcrR
MmsR

MtbS


