Supplemental Table 1. Genera Associated with the Healthy Eating Index (HEI)-2015 Over Time
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1Values shown are β obtained by linear regression models for 152 genera with Bonferroni adjusted significance (p<0.00033) for three questionnaires. The unit is the centered log-ratio transformed abundance, which is a scale-invariant measure and meets the linearity assumption.
HEI-2015 at questionnaire 1 (Q1) in 1993-96, questionnaire 3 (Q3) in 2003-08, and at time of stool collection (APS) in 2013-16
2Relative abundance of the genera based on the total sum of the bacteria
3Percent zero prevalence of genera
4β=regression parameter and P-value from trend tests for the relative abundance per unit of the HEI-2015 and adjusted for sex, age at stool collection, ethnicity, BMI, total energy intake (log-transformed), physical activity, smoking status, antibiotic use in past year, and alcohol intake 
[bookmark: _GoBack]Yellow highlighting indicates the 28 out of 152 bacterial genera that were significantly associated with diet as assessed in at least one of the questionnaires.
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1:Firmicutes;__Negativicutes;__Selenomonadales;__Acidaminococcaceae;__Acidaminococcus 0.01

89.64 0.0011 0.3606 0.0010 0.4057 0.0058 0.0060

2:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Eggerthellaceae;__Adlercreutzia 0.01

49.41 -0.0032 0.0534 -0.0015 0.3790 -0.0017 0.5647

3:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Agathobacter 3.25

0.00 0.0000 0.9753 -0.0009 0.5457 0.0002 0.9403

4:Proteobacteria;__Gammaproteobacteria;__Pasteurellales;__Pasteurellaceae;__Aggregatibacter 0.02

52.86 -0.0027 0.1392 -0.0034 0.0679 -0.0062 0.0551

5:Verrucomicrobia;__Verrucomicrobiae;__Verrucomicrobiales;__Akkermansiaceae;__Akkermansia 0.97

5.46 -0.0039 0.1736 -0.0017 0.5536 0.0041 0.4196

6:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Rikenellaceae;__Alistipes 2.81

0.02 -0.0029 0.1249 -0.0033 0.0859 -0.0097 0.0051

7:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Alloprevotella 0.14

47.22 -0.0015 0.4957 0.0059 0.0071 0.0074 0.0502

8:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Anaerostipes 0.76

0.02 0.0098 0.0000 0.0069 0.0000 0.0084 0.0001

9:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Anaerotruncus 0.01

51.25 0.0005 0.7967 0.0027 0.1232 0.0025 0.4141

10:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Bacteroidales_RF16_group;__uncultured_bacterium 0.12

31.15 -0.0014 0.5326 0.0017 0.4455 -0.0003 0.9404

11:Bacteroidetes;__Bacteroidia;__Bacteroidales;Other;Other 0.03

43.68 0.0003 0.8787 -0.0012 0.5016 -0.0001 0.9877

12:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Bacteroidaceae;__Bacteroides 28.44

0.00 -0.0049 0.0000 -0.0037 0.0005 -0.0054 0.0046

13:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Bacteroides]_pectinophilus_group 0.01

67.67 -0.0035 0.0612 -0.0009 0.6505 0.0002 0.9598

14:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Barnesiellaceae;__Barnesiella 0.3

10.29 0.0049 0.0636 0.0021 0.4154 0.0080 0.0812

15:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Barnesiellaceae;__uncultured 0.02

79.36 -0.0004 0.7810 0.0010 0.5141 0.0000 0.9950

16:Actinobacteria;__Actinobacteria;__Bifidobacteriales;__Bifidobacteriaceae;__Bifidobacterium 0.25

12.15 -0.0045 0.0483 -0.0029 0.2035 -0.0031 0.4202

17:Proteobacteria;__Deltaproteobacteria;__Desulfovibrionales;__Desulfovibrionaceae;__Bilophila 0.02

32.88 -0.0052 0.0013 -0.0053 0.0009 -0.0049 0.0925

18:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Blautia 4.14

0.00 -0.0013 0.1988 -0.0011 0.2617 -0.0031 0.0641

19:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Butyricicoccus 0.08

6.74 0.0039 0.0138 0.0038 0.0176 0.0066 0.0123

20:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Marinifilaceae;__Butyricimonas 0.03

38.56 -0.0048 0.0044 -0.0051 0.0023 -0.0032 0.2765

21:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Butyrivibrio 0.29

1.85 0.0016 0.4231 -0.0003 0.8623 0.0004 0.9150

22:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__CAG-352 0.17

21.04 0.0017 0.4711 0.0034 0.1473 0.0037 0.3635

23:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Candidatus_Stoquefichus 0.03

59.72 -0.0005 0.7944 -0.0010 0.5781 -0.0018 0.5392

24:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Catenibacterium 0.3

23.53 -0.0073 0.0034 -0.0003 0.8989 -0.0060 0.1864

25:Firmicutes;__Clostridia;__Clostridiales;__Christensenellaceae;__Christensenellaceae_R-7_group 0.78

1.28 0.0090 0.0001 0.0069 0.0030 0.0078 0.0621

26:Synergistetes;__Synergistia;__Synergistales;__Synergistaceae;__Cloacibacillus 0.02

63.53 -0.0017 0.3352 -0.0012 0.4746 0.0029 0.3117

27:Firmicutes;__Clostridia;__Clostridiales;Other;Other 0

95.70 -0.0014 0.1022 -0.0010 0.2276 -0.0032 0.0490

28:Firmicutes;__Clostridia;__Clostridiales;__Clostridiales_vadinBB60_group;__uncultured_bacterium 0.1

54.28 0.0003 0.8766 0.0018 0.4053 0.0005 0.8995

29:Firmicutes;__Clostridia;__Clostridiales;__Clostridiales_vadinBB60_group;__uncultured_organism 0.02

67.40 -0.0018 0.2493 -0.0025 0.1139 0.0011 0.6628

30:Firmicutes;__Clostridia;__Clostridiales;__Clostridiaceae_1;__Clostridium_sensu_stricto_1 0.32

8.42 0.0071 0.0036 0.0085 0.0004 0.0139 0.0014

31:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Coriobacteriaceae;__Collinsella 0.6

0.69 -0.0080 0.0000 -0.0084 0.0000 -0.0151 0.0000

32:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Coprobacillus 0.01

66.81 0.0021 0.2035 0.0021 0.2107 0.0008 0.7657

33:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Barnesiellaceae;__Coprobacter 0.06

50.13 -0.0010 0.6168 0.0012 0.5485 0.0110 0.0015

34:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Coprococcus_1 0.01

63.43 -0.0028 0.1128 -0.0036 0.0363 0.0008 0.8125

35:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Coprococcus_2 0.37

0.40 0.0099 0.0000 0.0112 0.0000 0.0175 0.0000

36:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Coprococcus_3 0.07

7.85 0.0043 0.0098 0.0023 0.1695 0.0061 0.0343

37:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Coriobacteriales_Incertae_Sedis;__uncultured 0.05

35.56 -0.0011 0.5632 0.0001 0.9688 -0.0022 0.5017

38:Proteobacteria;__Deltaproteobacteria;__Desulfovibrionales;__Desulfovibrionaceae;__Desulfovibrio 0.02

72.30 -0.0004 0.8195 -0.0016 0.3479 0.0010 0.7275

39:Firmicutes;__Negativicutes;__Selenomonadales;__Veillonellaceae;__Dialister 0.28

19.32 -0.0055 0.0425 -0.0033 0.2267 -0.0003 0.9424

40:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Dorea 0.46

0.02 -0.0012 0.3716 -0.0028 0.0315 -0.0073 0.0007

41:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__DTU089 0.02

34.64 -0.0003 0.8552 -0.0001 0.9395 0.0040 0.1966

42:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Eggerthellaceae;__Eggerthella 0.01

58.37 -0.0019 0.2736 0.0010 0.5564 0.0025 0.4021

43:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Eisenbergiella 0.04

22.56 -0.0029 0.1128 -0.0052 0.0046 -0.0024 0.4595

44:Proteobacteria;__Gammaproteobacteria;__Enterobacteriales;__Enterobacteriaceae;__Enterobacter 0.14

30.22 -0.0041 0.0699 -0.0025 0.2852 -0.0031 0.4120

45:Firmicutes;__Bacilli;__Lactobacillales;__Enterococcaceae;__Enterococcus 0.03

79.23 -0.0001 0.9487 -0.0032 0.0317 0.0022 0.3548

46:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Eggerthellaceae;__Enterorhabdus 0.12

6.69 0.0033 0.0921 0.0010 0.6056 -0.0037 0.2942

47:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Erysipelatoclostridium 0.21

4.58 0.0007 0.7404 -0.0020 0.3480 0.0013 0.7265

48:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Erysipelotrichaceae_UCG-003 0.69

1.47 0.0122 0.0000 0.0125 0.0000 0.0119 0.0124

49:Proteobacteria;__Gammaproteobacteria;__Enterobacteriales;__Enterobacteriaceae;__Escherichia-Shigella 1.39

1.31 -0.0083 0.0033 -0.0043 0.1246 -0.0226 0.0000

50:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__[Eubacterium]_coprostanoligenes_group 0.75

0.22 -0.0024 0.2141 -0.0068 0.0003 -0.0121 0.0005

51:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_eligens_group 0.66

0.25 0.0191 0.0000 0.0225 0.0000 0.0259 0.0000

52:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_fissicatena_group 0.01

40.25 -0.0015 0.3899 -0.0008 0.6444 -0.0028 0.3858

53:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_hallii_group 0.84

0.02 0.0025 0.0794 0.0002 0.8887 -0.0042 0.0791

54:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_oxidoreducens_group 0.14

11.51 0.0033 0.1002 0.0024 0.2277 0.0034 0.3376

55:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_ruminantium_group 0.14

12.28 0.0033 0.1224 0.0017 0.4400 0.0007 0.8584

56:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_ventriosum_group 0.09

13.41 0.0034 0.0690 0.0015 0.4350 -0.0020 0.5190

57:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Eubacterium]_xylanophilum_group 0.07

26.68 0.0050 0.0081 0.0040 0.0362 0.0151 0.0000

58:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Faecalibacterium 8.65

0.00 0.0079 0.0000 0.0077 0.0000 0.0075 0.0005

59:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Faecalitalea 0.03

27.24 -0.0043 0.0183 -0.0034 0.0620 0.0037 0.2525

60:Firmicutes;__Clostridia;__Clostridiales;__Family_XIII;__Family_XIII_AD3011_group 0.03

36.73 -0.0014 0.4047 -0.0002 0.9230 -0.0014 0.6214

61:Firmicutes;__Clostridia;__Clostridiales;__Family_XIII;__Family_XIII_UCG-001 0.01

54.30 0.0013 0.3765 0.0027 0.0653 -0.0005 0.8366

62:Bacteroidetes;__Bacteroidia;__Flavobacteriales;__Flavobacteriaceae;__uncultured 0.01

85.41 0.0019 0.1168 -0.0012 0.3338 0.0009 0.6715

63:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Flavonifractor 0.11

5.29 -0.0101 0.0000 -0.0107 0.0000 -0.0106 0.0015

64:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Fournierella 0.01

81.76 0.0004 0.7607 -0.0023 0.1118 -0.0004 0.8388

65:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Fusicatenibacter 0.82

0.02 0.0034 0.0133 -0.0001 0.9458 0.0005 0.8244

66:Fusobacteria;__Fusobacteriia;__Fusobacteriales;__Fusobacteriaceae;__Fusobacterium 0.23

35.02 -0.0066 0.0066 -0.0051 0.0374 -0.0039 0.3134

67:Cyanobacteria;__Melainabacteria;__Gastranaerophilales;__uncultured_bacterium;Other 0.02

76.36 0.0016 0.3353 0.0013 0.4105 0.0037 0.1904

68:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__GCA-900066575 0.01

44.31 -0.0001 0.9288 -0.0003 0.8407 -0.0035 0.2024

69:Tenericutes;__Mollicutes;__Mollicutes_RF39;__gut_metagenome;Other 0.05

61.51 -0.0048 0.0119 0.0008 0.6726 0.0038 0.2273

70:Proteobacteria;__Gammaproteobacteria;__Pasteurellales;__Pasteurellaceae;__Haemophilus 0.02

49.73 -0.0025 0.1682 0.0001 0.9494 -0.0042 0.1868

71:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Holdemanella 0.36

15.46 0.0014 0.6134 0.0009 0.7465 -0.0052 0.2737

72:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Holdemania 0.01

44.19 -0.0044 0.0092 -0.0040 0.0153 -0.0016 0.5921

73:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Howardella 0

81.27 -0.0016 0.1720 -0.0010 0.4102 -0.0018 0.3813

74:Tenericutes;__Mollicutes;__Mollicutes_RF39;__human_gut_metagenome;Other 0.02

84.55 -0.0005 0.7269 -0.0009 0.5314 -0.0013 0.5828

75:Proteobacteria;__Gammaproteobacteria;__Alteromonadales;__Idiomarinaceae;__Idiomarina 0.08

45.84 -0.0005 0.8164 0.0049 0.0196 0.0019 0.5861

76:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Intestinimonas 0.01

45.65 0.0002 0.9122 -0.0004 0.8198 0.0012 0.7019
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77:Tenericutes;__Mollicutes;__Izimaplasmatales;__uncultured_organism;Other 0.18

42.28 0.0015 0.4933 0.0014 0.5211 0.0065 0.0963

78:Proteobacteria;__Gammaproteobacteria;__Enterobacteriales;__Enterobacteriaceae;__Klebsiella 0.52

10.01 -0.0008 0.7579 0.0080 0.0021 -0.0016 0.7182

79:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnoclostridium 1.05

0.00 -0.0029 0.0071 -0.0050 0.0000 -0.0079 0.0000

80:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospira 0.31

1.97 0.0178 0.0000 0.0175 0.0000 0.0162 0.0000

81:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_AC2044_group 0.03

53.69 0.0018 0.3402 -0.0018 0.3492 0.0006 0.8493

82:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_FCS020_group 0.01

90.13 -0.0015 0.1841 -0.0008 0.4833 -0.0012 0.5748

83:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_NC2004_group 0.5

0.44 0.0061 0.0005 0.0081 0.0000 0.0062 0.0409

84:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_ND3007_group 0.27

2.29 0.0102 0.0000 0.0111 0.0000 0.0127 0.0001

85:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_NK4A136_group 1.12

0.00 0.0023 0.0968 0.0026 0.0566 0.0055 0.0178

86:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_UCG-001 0.09

2.73 0.0060 0.0002 0.0053 0.0008 0.0076 0.0049

87:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_UCG-003 0.03

71.58 -0.0005 0.8017 0.0035 0.0510 0.0017 0.5869

88:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_UCG-004 6.96

0.00 -0.0036 0.0173 -0.0009 0.5398 -0.0034 0.1875

89:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Lachnospiraceae_UCG-008 2.96

0.00 0.0011 0.2147 0.0010 0.2666 0.0008 0.5908

90:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__uncultured 0.63

0.00 -0.0015 0.2219 -0.0017 0.1643 -0.0028 0.1774

91:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__uncultured_bacterium 0.01

48.13 -0.0049 0.0078 -0.0003 0.8698 -0.0074 0.0236

92:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;Other 0.07

1.94 0.0054 0.0001 0.0044 0.0019 0.0076 0.0016

93:Firmicutes;__Bacilli;__Lactobacillales;__Lactobacillaceae;__Lactobacillus 0.08

64.59 -0.0005 0.7946 -0.0008 0.6714 0.0006 0.8468

94:Firmicutes;__Negativicutes;__Selenomonadales;__Veillonellaceae;__Megamonas 0.1

53.35 -0.0042 0.0503 0.0008 0.7185 -0.0021 0.5665

95:Firmicutes;__Negativicutes;__Selenomonadales;__Veillonellaceae;__Megasphaera 0.04

73.72 -0.0004 0.8306 -0.0021 0.2401 0.0004 0.8957

96:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Moryella 0.18

0.81 0.0026 0.0914 0.0001 0.9462 0.0006 0.8044

97:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Muribaculaceae;__gut_metagenome 0.01

90.48 -0.0031 0.0090 -0.0019 0.1134 -0.0022 0.2054

98:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Muribaculaceae;__uncultured_bacterium 1.29

0.03 0.0006 0.7843 -0.0018 0.4322 -0.0024 0.5734

99:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Negativibacillus 0.04

26.94 -0.0016 0.3940 -0.0011 0.5287 -0.0055 0.0863

100:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Marinifilaceae;__Odoribacter 0.41

0.54 -0.0081 0.0001 -0.0065 0.0019 -0.0137 0.0002

101:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Oscillibacter 0.12

2.11 -0.0048 0.0022 -0.0068 0.0000 -0.0094 0.0007

102:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Oscillospira 0.01

62.95 -0.0029 0.0902 -0.0022 0.2069 0.0007 0.8067

103:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Tannerellaceae;__Parabacteroides 1.68

0.02 -0.0074 0.0000 -0.0097 0.0000 -0.0140 0.0000

104:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Paraprevotella 0.21

14.82 -0.0004 0.8618 -0.0013 0.5963 0.0009 0.8400

105:Proteobacteria;__Gammaproteobacteria;__Betaproteobacteriales;__Burkholderiaceae;__Parasutterella 0.34

13.60 -0.0033 0.2364 -0.0049 0.0782 -0.0071 0.1415

106:Firmicutes;__Clostridia;__Clostridiales;__Peptostreptococcaceae;__uncultured 0.13

10.66 0.0038 0.0682 0.0019 0.3557 0.0013 0.7143

107:Firmicutes;__Negativicutes;__Selenomonadales;__Acidaminococcaceae;__Phascolarctobacterium 0.75

1.13 -0.0002 0.9458 -0.0053 0.0292 -0.0075 0.0970

108:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Prevotella_1 0.24

22.98 -0.0055 0.0305 -0.0024 0.3506 -0.0044 0.3346

109:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Prevotella_2 0.18

44.78 0.0028 0.1981 -0.0015 0.4810 -0.0059 0.1289

110:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Prevotella_7 0.12

48.20 0.0003 0.8815 -0.0005 0.8152 -0.0022 0.5708

111:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Prevotella_9 3.88

0.00 -0.0028 0.2855 -0.0034 0.2020 -0.0026 0.5850

112:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__Prevotellaceae_UCG-001 0.04

42.59 -0.0019 0.3110 -0.0032 0.0938 -0.0013 0.6840

113:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;__uncultured 0.02

73.99 0.0019 0.2788 0.0014 0.4237 0.0031 0.3362

114:Bacteroidetes;__Bacteroidia;__Bacteroidales;__Prevotellaceae;Other 0.01

76.57 -0.0009 0.5711 -0.0006 0.6910 0.0002 0.9416

115:Verrucomicrobia;__Verrucomicrobiae;__Opitutales;__Puniceicoccaceae;__uncultured 0.02

81.45 -0.0005 0.7479 0.0011 0.4346 0.0023 0.3806

116:Proteobacteria;__Alphaproteobacteria;__Rhodospirillales;__uncultured;__gut_metagenome 0.18

35.95 -0.0021 0.3538 -0.0001 0.9557 0.0049 0.2223

117:Proteobacteria;__Alphaproteobacteria;__Rhodospirillales;__uncultured;__uncultured_bacterium 0.23

34.80 0.0012 0.5969 0.0022 0.3494 0.0069 0.0842

118:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Roseburia 2.47

0.00 0.0019 0.1365 -0.0003 0.8402 -0.0033 0.1204

119:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminiclostridium_5 0.53

0.02 -0.0058 0.0000 -0.0084 0.0000 -0.0108 0.0000

120:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminiclostridium_6 0.63

2.11 0.0068 0.0092 0.0067 0.0099 0.0081 0.0795

121:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminiclostridium_9 0.25

0.47 -0.0035 0.0231 -0.0045 0.0032 -0.0080 0.0041

122:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_NK4A214_group 0.17

11.73 0.0041 0.0466 0.0026 0.2179 0.0041 0.2678

123:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-002 1.13

0.03 0.0010 0.4800 -0.0023 0.1046 -0.0042 0.0927

124:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-003 0.07

12.30 0.0040 0.0238 0.0024 0.1646 0.0016 0.6061

125:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-004 0.04

8.76 -0.0006 0.7026 -0.0042 0.0040 -0.0059 0.0203

126:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-005 0.29

4.58 0.0050 0.0165 -0.0009 0.6710 -0.0013 0.7178

127:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-010 0.1

25.05 0.0066 0.0012 0.0040 0.0512 0.0069 0.0547

128:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-011 0.03

54.67 -0.0046 0.0083 -0.0007 0.6731 -0.0069 0.0180

129:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-013 0.24

2.31 0.0084 0.0000 0.0077 0.0000 0.0123 0.0001

130:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcaceae_UCG-014 0.43

6.18 0.0122 0.0000 0.0073 0.0036 0.0176 0.0001

131:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__uncultured 0.16

1.52 -0.0046 0.0032 -0.0082 0.0000 -0.0065 0.0190

132:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcus_1 1.49

0.00 0.0095 0.0000 0.0084 0.0000 0.0108 0.0000

133:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Ruminococcus_2 0.54

1.06 0.0035 0.1086 0.0014 0.5100 -0.0007 0.8588

134:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Ruminococcus]_gauvreauii_group 0.24

0.39 -0.0018 0.3019 -0.0021 0.2215 -0.0085 0.0069

135:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Ruminococcus]_gnavus_group 0.16

9.08 -0.0124 0.0000 -0.0133 0.0000 -0.0143 0.0002

136:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__[Ruminococcus]_torques_group 2.34

0.00 0.0008 0.4327 0.0009 0.3975 0.0011 0.5622

137:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Sellimonas 0.03

41.26 -0.0039 0.0370 -0.0060 0.0015 0.0022 0.4821

138:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Eggerthellaceae;__Senegalimassilia 0.02

61.46 -0.0006 0.7087 -0.0012 0.4738 -0.0008 0.7690

139:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Shuttleworthia 0.01

55.05 -0.0032 0.0610 -0.0027 0.1100 0.0006 0.8395

140:Actinobacteria;__Coriobacteriia;__Coriobacteriales;__Eggerthellaceae;__Slackia 0.01

67.47 -0.0019 0.2306 -0.0012 0.4294 -0.0029 0.2714

141:Firmicutes;__Bacilli;__Lactobacillales;__Streptococcaceae;__Streptococcus 0.54

1.95 -0.0029 0.2198 -0.0014 0.5620 -0.0045 0.2629

142:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__Subdoligranulum 0.84

0.34 0.0070 0.0006 0.0049 0.0174 0.0048 0.1691

143:Proteobacteria;__Gammaproteobacteria;__Betaproteobacteriales;__Burkholderiaceae;__Sutterella 0.51

5.49 -0.0036 0.2002 -0.0006 0.8301 0.0022 0.6710

144:Firmicutes;__Erysipelotrichia;__Erysipelotrichales;__Erysipelotrichaceae;__Turicibacter 0.05

37.84 0.0021 0.2906 0.0033 0.0901 0.0019 0.5608

145:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Tyzzerella 0.13

17.81 -0.0103 0.0000 -0.0117 0.0000 -0.0166 0.0000

146:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Tyzzerella_3 0.2

8.32 0.0048 0.0422 0.0057 0.0186 0.0045 0.2892

147:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__Tyzzerella_4 0.01

35.60 -0.0017 0.3115 -0.0014 0.4194 -0.0006 0.8409

148:Firmicutes;__Clostridia;__Clostridiales;__Ruminococcaceae;__UBA1819 0.02

15.70 -0.0048 0.0028 -0.0049 0.0023 0.0011 0.6952

149:Firmicutes;__Clostridia;__Clostridiales;__Lachnospiraceae;__UC5-1-2E3 0.02

44.56 -0.0014 0.4326 -0.0005 0.7684 0.0019 0.5405

150:Firmicutes;__Negativicutes;__Selenomonadales;__Veillonellaceae;__Veillonella 0.06

29.50 -0.0035 0.0807 -0.0011 0.5846 -0.0103 0.0025

151:Lentisphaerae;__Lentisphaeria;__Victivallales;__Victivallaceae;__Victivallis 0.03

62.11 -0.0019 0.2577 0.0006 0.6939 0.0008 0.7913

152:Firmicutes;__Bacilli;__Lactobacillales;__Leuconostocaceae;__Weissella 0.02

81.69 -0.0002 0.9195 0.0019 0.1990 0.0016 0.4934

Genus
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