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Kruskal Wallis model: METAGENOMIC 
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TPP_fatty_acids--OS=Veillonella_parvula_ACS-068-V-Sch12--ID=AEXI01000012.1.region001pdu--OS=Veillonella_sp._oral_taxon_158_str._F0412--ID=AENU01000019.1.region001TPP_AA_metabolism
OS=Veillonella_sp._oral_taxon_158_str._F0412--ID=AENU01000007.1.region002TPP_fatty_acids

OS=Prevotella_melaninogenica_ATCC_25845_chromosome--ID=CP002122.1.region001EUT_pathway--OS=Fusobacterium_periodonticum_D10_genomic_scaffold--ID=JH815382.1.region001Flavoenzyme_lipids_catabolism:fatty_acids-unassigned
OS=Fusobacterium_periodonticum_2_1_31_genomic_scaffold--ID=KN173677.1.region003porA--OS=Fusobacterium_sp._1_1_41FAA_genomic_scaffold--ID=GG770381.1.region003TPP_AA_metabolism--OS=Haemophilus_sp._HMSC061E01_genomic_scaffold--ID=KV801003.1.region001glutamate2butyric

OS=Fusobacterium_periodonticum_D10_genomic_scaffold--ID=JH815356.1.region001Glycine_cleavage
OS=Prevotella_pallens_ATCC_700821_genomic_scaffold--ID=GL982513.1.region002porA--OS=Prevotella_pallens_ATCC_700821_genomic_scaffold--ID=GL982513.1.region003TPP_AA_metabolism--OS=Rothia_mucilaginosa_M508_genomic_scaffold--ID=JH370351.1.region001pdu:EUT_pathway
OS=Streptococcus_sanguinis_SK353_genomic_scaffold--ID=GL872307.1.region002Flavoenzyme_AA_peptides_catabolism

OS=Haemophilus_parainfluenzae_HK2019--ID=AJTC01000022.1.region001OD_fatty_acids--OS=Eubacterium_sulci_ATCC--ID=CP012068.1.region001TPP_AA_metabolism--OS=Fusobacterium_sp._OBRC1--ID=JANA01000004.1.region001Glycine_reductase--OS=Oribacterium_sinus_F0268_genomic_scaffold--ID=GG668536.1.region001OD_lactate_related--OS=Campylobacter_concisus_UNSW1--ID=ANNF01000007.1.region001porA--OS=Prevotella_veroralis_DSM_19559_=_JCM_6290--ID=BAIP01000004.1.region001OD_AA_metabolism:proline2aminovalerate
OS=Oribacterium_sinus_F0268_genomic_scaffold--ID=GG668533.1.region001Glycine_cleavage--OS=Neisseria_subflava_NJ9703--ID=ACEO02000003.1.region001GR_fatty_acids--OS=Neisseria_subflava_NJ9703--ID=ACEO02000005.1.region001fatty_acids-unassigned

OS=Haemophilus_sp._HMSC71H05_genomic_scaffold--ID=KV838033.1.region001TPP_AA_metabolism--OS=Oribacterium_sinus_F0268_genomic_scaffold--ID=GG668533.1.region002histidine2glutamate_hutHGIU_operon
OS=Streptococcus_cristatus_strain_1015_SOLI--ID=JWGF01000059.1.region001acetate2butyrate--OS=Streptococcus_infantis_SK1076--ID=AFNN01000012.1.region001TPP_AA_metabolism--OS=Neisseria_subflava_NJ9703--ID=ACEO02000016.1.region001TPP_AA_metabolism--OS=Haemophilus_sputorum_HK_2154--ID=ALJP01000004.1.region001acetate2butyrate--OS=Streptococcus_sp._F0441_genomic_scaffold--ID=KB373321.1.region001GR_fatty_acids--OS=Neisseria_macacae_ATCC_33926_genomic_scaffold--ID=GL985619.1.region001Glycine_cleavage--OS=Prevotella_sp._oral_taxon_306_str._F0472--ID=AJIN01000011.1.region001proline2aminovalerate
OS=Mogibacterium_pumilum_strain_ATCC_700696--ID=CP016199.1.region004TPP_fatty_acids--OS=Prevotella_sp._oral_taxon_299_str._F0039--ID=CP003667.1.region001Glycine_reductase

OS=Oribacterium_sp._oral_taxon_108_str._F0425--ID=AFIH01000001.1.region001arginine2spermitine_via_agmatine--OS=Selenomonas_sp._oral_taxon--ID=CP012071.1.region003Glycine_reductase:proline2aminovalerate
OS=Gemella_sanguinis_M325--ID=ACRY02000003.1.region001proline2aminovalerate

OS=Gemella_moribillum_M424_genomic_scaffold--ID=GL622610.1.region001TPP_fatty_acids--OS=Streptococcus_thermophilus_JIM_8232_complete--ID=FR875178.1.region001TPP_AA_metabolism
OS=Actinomyces_sp._oral_taxon_181_str._F0379_genomic_scaffold--ID=KB291553.1.region001OD_AA_metabolism

OS=Fusobacterium_nucleatum_subsp._nucleatum_strain_KCOM--ID=CP012717.1.region002Glycine_cleavage--OS=Oribacterium_sp._ACB1_genomic_scaffold--ID=KE148312.1.region001Glycine_cleavage--OS=Neisseria_mucosa_ATCC_25996--ID=ACDX02000039.1.region001GR_fatty_acids--OS=Haemophilus_influenzae_7P49H1--ID=ABWV01000007.1.region001TPP_AA_metabolism--OS=Rothia_mucilaginosa_DY-18--ID=AP011540.1.region002Glycine_reductase
OS=Leptotrichia_sp._oral_taxon_215_str._W9775_genomic_scaffold--ID=KI272866.1.region001Others_HGD_unassigned
OS=Fusobacterium_nucleatum_subsp._polymorphum_F0401--ID=ADDB02000001.1.region003Leucine_reduction--OS=Peptostreptococcus_stomatis_DSM_17678--ID=ADGQ01000032.1.region001Arginine2_Hcarbonate

OS=Actinomyces_graevenitzii_C83_genomic_scaffold--ID=JH470339.1.region001Arginine2_Hcarbonate--OS=Oribacterium_sp._ACB1_genomic_scaffold--ID=KE148312.1.region005porA--OS=Peptostreptococcus_stomatis_DSM_17678--ID=ADGQ01000046.1.region001GR_AA_metabolism--OS=Haemophilus_sp._oral_taxon_036_strain_F0629--ID=CP027235.1.region001TPP_AA_metabolism--OS=Rothia_dentocariosa_ATCC--ID=CP002280.1.region001TPP_AA_metabolism
OS=Streptococcus_cristatus_strain_1015_SOLI--ID=JWGF01000100.1.region001TPP_AA_metabolism

OS=Neisseria_macacae_ATCC_33926_genomic_scaffold--ID=GL985622.1.region001Glycine_cleavage
OS=Neisseria_macacae_ATCC_33926_genomic_scaffold--ID=GL985618.1.region001OD_AA_metabolism:proline2aminovalerate

OS=Oribacterium_sp._oral_taxon_108_str._F0425--ID=AFIH01000001.1.region004TPP_AA_metabolism--OS=Oribacterium_sp._ACB1_genomic_scaffold--ID=KE148312.1.region004TPP_AA_metabolism--OS=Haemophilus_pittmaniae_HK_85--ID=AFUV01000010.1.region001Pyruvate2succinyl--OS=Haemophilus_haemolyticus_M21621--ID=AFQQ01000022.1.region001Arginine2_Hcarbonate
OS=Granulicatella_elegans_ATCC_700633_genomic_scaffold--ID=KI391971.1.region001Glycine_reductase--OS=Gemella_haemolysans_ATCC_10379--ID=ACDZ02000009.1.region001Glycine_cleavage

OS=Neisseria_sp._oral_taxon_014_str._F0314_genomic_scaffold--ID=GL349413.1.region002Arginine2_Hcarbonate
OS=Leptotrichia_sp._oral_taxon_215_str._W9775_genomic_scaffold--ID=KI272860.1.region001succinate2propionate

OS=Veillonella_sp._oral_taxon_780_str._F0422--ID=AFUJ01000005.1.region001TPP_AA_metabolism
OS=Leptotrichia_sp._oral_taxon_215_str._W9775_genomic_scaffold--ID=KI272838.1.region001Glycine_cleavage--OS=Mogibacterium_pumilum_strain_ATCC_700696--ID=CP016199.1.region001proline2aminovalerate:Glycine_reductase

OS=Gemella_haemolysans_M341_genomic_scaffold--ID=GL883585.1.region001Leucine_reduction--OS=Lachnoanaerobaculum_sp._MSX33--ID=AZXX01000071.1.region001OD_lactate_related--OS=Selenomonas_sp._oral_taxon_136_strain--ID=CP014239.1.region001TPP_AA_metabolism
OS=Lautropia_mirabilis_ATCC_51599_genomic_scaffold--ID=GL636062.1.region001acetate2butyrate--OS=Streptococcus_cristatus_strain_1014_SOLI--ID=JWGG01000028.1.region001Flavoenzyme_lipids_catabolism:fatty_acids-unassigned

OS=Prevotella_sp._F0091_genomic_scaffold--ID=KI259612.1.region001Glycine_cleavage
OS=Lautropia_mirabilis_ATCC_51599_genomic_scaffold--ID=GL636062.1.region002Glycine_cleavage

OS=Actinomyces_sp._oral_taxon_175_str._F0384--ID=AFUR01000001.1.region002EUT_pathway:pdu--OS=Streptococcus_sp._F0442_genomic_scaffold--ID=KB373314.1.region001acetate2butyrate
OS=Lachnospiraceae_bacterium_oral_taxon_082_str._F0431_genomic_scaffold--ID=JH591118.1.region001OD_AA_metabolism--OS=Haemophilus_haemolyticus_M21621--ID=AFQQ01000001.1.region001TPP_fatty_acids--OS=Leptotrichia_sp._oral_taxon_212_strain--ID=CP012410.1.region003Pyruvate2succinyl--OS=Haemophilus_influenzae_22.1-21--ID=AAZD01000001.1.region001Glycine_reductase--OS=Catonella_morbi_ATCC_51271_genomic_scaffold--ID=KI535370.1.region001Lysine_degradation
OS=Lachnospiraceae_bacterium_oral_taxon_082_str._F0431_genomic_scaffold--ID=JH591133.1.region002Arginine2_Hcarbonate--OS=Candidatus_Saccharibacteria_oral_taxon--ID=CP007496.1.region001pdu--OS=Fusobacterium_sp._CM1--ID=JANB01000041.1.region001succinate2propionate

OS=Selenomonas_sputigena_ATCC_35185_genomic_scaffold--ID=GG698598.1.region001TPP_AA_metabolism
OS=Leptotrichia_shahii_DSM_19757_genomic_scaffold--ID=KB890271.1.region001TPP_AA_metabolism

OS=Leptotrichia_hofstadii_F0254_genomic_scaffold--ID=GG700632.1.region001Leucine_reduction--OS=Mogibacterium_pumilum_strain_ATCC_700696--ID=CP016199.1.region003TPP_AA_metabolism
OS=Aggregatibacter_sp._oral_taxon_458_str._W10330_genomic_scaffold--ID=KE952623.1.region001TPP_AA_metabolism--OS=Neisseria_mucosa_ATCC_25996--ID=ACDX02000038.1.region001TPP_AA_metabolism

OS=Veillonella_sp._oral_taxon_780_str._F0422--ID=AFUJ01000054.1.region001arginine2spermitine_via_agmatine
OS=Leptotrichia_hofstadii_F0254_genomic_scaffold--ID=GG700633.1.region001Glycine_cleavage--OS=Prevotella_shahii_DSM_15611_=_JCM_12083--ID=BAIZ01000006.1.region001TPP_AA_metabolism

OS=Leptotrichia_wadei_DSM_19758_genomic_scaffold--ID=KB891053.1.region001acetate2butyrate--OS=Streptococcus_anginosus--ID=CP003861.1.region002Pyruvate2succinyl--OS=Haemophilus_parahaemolyticus_HK385--ID=AJSW01000011.1.region001arginine2spermitine_via_agmatine
OS=Leptotrichia_wadei_DSM_19758_genomic_scaffold--ID=KB891040.1.region001Glycine_cleavage--OS=Actinomyces_oris_K20--ID=BABV01000637.1.region001Arginine2_Hcarbonate

OS=TM7_phylum_sp._oral_taxon_488_strain_AC001--ID=CP040003.1.region001OD_unknown--OS=Prevotella_aurantiaca_JCM_15754--ID=BAKF01000031.1.region001TPP_fatty_acids--OS=Prevotella_shahii_DSM_15611_=_JCM_12083--ID=BAIZ01000003.1.region001EUT_pathway--OS=Leptotrichia_buccalis_DSM--ID=CP001685.1.region001TPP_AA_metabolism--OS=Prevotella_denticola_CRIS_18C-A--ID=AEXO01000005.1.region001TPP_AA_metabolism
OS=Neisseria_elongata_subsp._glycolytica_ATCC_29315--ID=ADBF01000042.1.region001TPP_AA_metabolism--OS=Corynebacterium_matruchotii_ATCC_14266--ID=ACSH02000008.1.region001arginine2spermitine_via_agmatine

OS=Leptotrichia_shahii_DSM_19757_genomic_scaffold--ID=KB890273.1.region001TPP_AA_metabolism--OS=Tannerella_sp._oral_taxon--ID=CP017038.2.region001fatty_acids-unassigned--OS=Haemophilus_sputorum_HK_2154--ID=ALJP01000009.1.region001pdu--OS=Pseudopropionibacterium_propionicum_F0230a--ID=CP002734.1.region003TPP_AA_metabolism
OS=Centipeda_periodontii_DSM_2778_genomic_scaffold--ID=GL892076.1.region003TPP_AA_metabolism

OS=Neisseria_sp._oral_taxon_014_str._F0314_genomic_scaffold--ID=GL349413.1.region001fatty_acids-unassigned:OD_fatty_acids:OD_AA_metabolism
OS=Aggregatibacter_segnis_ATCC_33393_genomic_scaffold--ID=GL622200.1.region001proline2aminovalerate

OS=Lachnospiraceae_bacterium_oral_taxon_096_strain_F0428--ID=PYXF01000002.1.region002TPP_fatty_acids:TPP_AA_metabolism--OS=Aggregatibacter_aphrophilus--ID=CP001607.1.region002Glycine_cleavage
OS=Prevotella_sp._oral_taxon_472_str._F0295_genomic_scaffold--ID=GG704827.1.region001OD_lactate_related

OS=Selenomonas_infelix_ATCC_43532_genomic_scaffold--ID=JH376798.1.region001Arginine2_Hcarbonate--OS=Leptotrichia_sp._oral_taxon_212_strain--ID=CP012410.1.region001Glycine_cleavage--OS=Neisseria_meningitidis_alpha14_complete--ID=AM889136.1.region001Arginine2_Hcarbonate
OS=Actinomyces_johnsonii_F0542_genomic_scaffold--ID=KE951963.1.region001arginine2spermitine_via_agmatine

OS=Selenomonas_sp._oral_taxon_892_str._F0426_genomic_scaffold--ID=KI260523.1.region001TPP_fatty_acids
OS=Prevotella_loescheii_DSM_19665_=_JCM_12249_=_ATCC_15930_genomic_scaffold--ID=KB899214.1.region001fatty_acids-unassigned

OS=Prevotella_sp._oral_taxon_472_str._F0295_genomic_scaffold--ID=GG704825.1.region001Glycine_reductase
OS=Lachnospiraceae_bacterium_oral_taxon_096_strain_F0428--ID=PYXF01000001.1.region002TPP_AA_metabolism

OS=Actinobaculum_sp._oral_taxon_183_str._F0552_genomic_scaffold--ID=KE951406.1.region001porA--OS=Prevotella_maculosa_DSM_19339_genomic_scaffold--ID=KB908320.1.region001fatty_acids-unassigned
OS=Prevotella_maculosa_DSM_19339_=_JCM_15638--ID=BAJZ01000015.1.region001TPP_AA_metabolism--OS=Selenomonas_artemidis_DSM_19719--ID=AUFU01000006.1.region001Glycine_cleavage--OS=Pseudopropionibacterium_propionicum_F0230a--ID=CP002734.1.region002Threonine2propionate

OS=Aggregatibacter_aphrophilus_F0387_genomic_scaffold--ID=JH370360.1.region001Glycine_reductase--OS=Leptotrichia_goodfellowii_F0264--ID=ADAD01000125.1.region001TPP_AA_metabolism
OS=Corynebacterium_durum_F0235_genomic_scaffold--ID=KB290822.1.region001TPP_AA_metabolism--OS=Aggregatibacter_aphrophilus_strain--ID=CP012067.1.region003histidine2glutamate_hutHGIU_operon
OS=Corynebacterium_durum_F0235_genomic_scaffold--ID=KB290831.1.region001AAA_reductive_branch--OS=Lachnoanaerobaculum_saburreum_F0468--ID=AJGH01000091.1.region001Arginine2_Hcarbonate

OS=Fusobacterium_sp._oral_taxon_370_str._F0437_genomic_scaffold--ID=JH378979.1.region001TPP_fatty_acids--OS=Prevotella_saccharolytica_JCM_17484--ID=BAKN01000030.1.region001TPP_AA_metabolism--OS=Prevotella_saccharolytica_JCM_17484--ID=BAKN01000004.1.region001Arginine2_Hcarbonate
OS=Kingella_oralis_ATCC_51147_genomic_scaffold--ID=GG665871.1.region001TPP_AA_metabolism--OS=Leptotrichia_goodfellowii_F0264--ID=ADAD01000161.1.region001TPP_AA_metabolism--OS=Prevotella_saccharolytica_JCM_17484--ID=BAKN01000012.1.region001Glycine_cleavage--OS=Actinomyces_massiliensis_F0489--ID=AKFT01000177.1.region001Arginine2_Hcarbonate--OS=Leptotrichia_goodfellowii_F0264--ID=ADAD01000035.1.region001Pyruvate2succinyl

OS=Cardiobacterium_hominis_ATCC_15826_genomic_scaffold--ID=GG694025.1.region001GR_fatty_acids--OS=Corynebacterium_sp._NML_150383--ID=NSGK01000004.1.region001Leucine_reduction--OS=Lachnoanaerobaculum_saburreum_F0468--ID=AJGH01000029.1.region001TPP_AA_metabolism
OS=Cardiobacterium_hominis_ATCC_15826_genomic_scaffold--ID=GG694027.1.region001Others_HGD_unassigned--OS=Campylobacter_showae_RM3277--ID=ACVQ01000021.1.region001OD_lactate_related--OS=Campylobacter_showae_RM3277--ID=ACVQ01000017.1.region001TPP_AA_metabolism--OS=Kingella_oralis_ATCC_51147_genomic_scaffold--ID=GG665872.1.region001fatty_acids-unassigned

OS=Haemophilus_paraphrohaemolyticus_HK411--ID=AJMU01000047.1.region001TPP_fatty_acids--OS=Prevotella_maculosa_OT_289_genomic_scaffold--ID=JH594509.1.region001Arginine2_Hcarbonate--OS=Cryptobacterium_curtum_DSM--ID=CP001682.1.region001succinate2propionate
OS=Selenomonas_sp._oral_taxon_892_str._F0426_genomic_scaffold--ID=KI260535.1.region001fatty_acids-unassigned--OS=Haemophilus_parahaemolyticus_HK385--ID=AJSW01000041.1.region001TPP_AA_metabolism--OS=Kluyvera_ascorbata_ATCC_33433--ID=JMPL01000103.1.region001Glycine_cleavage

OS=Eikenella_corrodens_ATCC_23834_Scfld2_genomic--ID=EQ973318.1.region001fatty_acids-unassigned--OS=Escherichia_coli_101-1--ID=AAMK02000002.1.region001Pyruvate2succinyl--OS=Haemophilus_pittmaniae_HK_85--ID=AFUV01000004.1.region001GR_fatty_acids--OS=Corynebacterium_sp._HMSC05H05_genomic_scaffold--ID=KV788386.1.region001TPP_AA_metabolism--OS=Neisseria_polysaccharea_ATCC_43768--ID=ADBE01000129.1.region001Lysine_degradation
OS=Lachnospiraceae_oral_taxon_107_str._F0167_genomic_scaffold--ID=GL890598.1.region001TPP_AA_metabolism

OS=Eubacterium_yurii_subsp._margaretiae_ATCC_43715_genomic_scaffold--ID=GL405246.1.region001Pyruvate2succinyl--OS=Kluyvera_ascorbata_ATCC_33433--ID=JMPL01000035.1.region001TPP_fatty_acids:Flavoenzyme_lipids_catabolism:TPP_AA_metabolism
OS=Cryptobacterium_curtum_DSM--ID=CP001682.1.region002fatty_acids-unassigned

OS=Enterobacter_cancerogenus_ATCC_35316_genomic_scaffold--ID=GG704868.1.region002GR_AA_metabolism:GR_fatty_acids:fatty_acids-unassigned
OS=Sanguibacter_keddieii_DSM--ID=CP001819.1.region003Threonine2propionate

OS=Aggregatibacter_actinomycetemcomitans_D17P-3--ID=ADOA02000021.1.region001Glycine_cleavage--OS=Klebsiella_pneumoniae_KCTC--ID=CP002910.1.region010TPP_AA_metabolism--OS=Actinomyces_israelii_DSM_43320--ID=JONS01000034.1.region001aminobutyrate2Butyrate
OS=Tannerella_sp._oral_taxon_808_isolate_cell110--ID=MIQD01000044.1.region001TPP_AA_metabolism--OS=Janibacter_indicus_strain--ID=CP013290.1.region005fatty_acids-unassigned--OS=Acidovorax_ebreus--ID=CP001392.1.region002fatty_acids-unassigned--OS=Acidovorax_ebreus--ID=CP001392.1.region001proline2aminovalerate

OS=Johnsonella_ignava_ATCC_51276_genomic_scaffold--ID=JH378831.1.region001fatty_acids-unassigned
OS=Neisseria_sp._oral_taxon_020_str._F0370_genomic_scaffold--ID=KB291056.1.region001GR_AA_metabolism:Arginine2_Hcarbonate

OS=Enterobacter_cancerogenus_ATCC_35316_genomic_scaffold--ID=GG704863.1.region001 2.5 0.0 2.5
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