Acidaminococcus -0.30 -0.20 0.09 -0.04 -0.08 -0.10
Agathobacter4 027 0.16 0.49 0.30 0.07 0.08
Agathobaculum+  0.09 -0.01 -0.06 -0.17 0.21 0.08
Akkermansiaq -0.07 0.1 0.07 -0.31 0.16 0.01
Alistipes4 -0.20  0.04 0.17 -0.06 0.16 0.00
Anaeromassilibaciflusq  -0.27 0.09 -0.10 -0.01 0.01 -0.10
Bacteroides 0.02 0.33 0.26 -0.33 -003 -004
Bifidobacterium+ -0.02  -0.21 -0.07 0.09 0.05  -0.07
Butyricicoccus -0.02 0.10 0.04 -0.02 -0.23 0.12
Butyricimonas- -0.39 -0.02 0.06 0.04 0.18 0.09
Clostridium_IV4 0.02 -0.20 0.05 -0.00 0.15 -0.21
Clostridium_sensu_stricto4  0.48 -0.04 0.00 0.03 -0.00 -0.01
Clostridium_Xi/Va+ 0.18 -0.12 0.08 -0.07  -0.29 0.13
Clostridium_XVIll4{ 0.06 0.27 -0.06 -0.14 -0.13 -0.18
Coprobacterq 0.02 -0.21 0.14 0.17 -0.06 0.15
Coprococcusq 0.19 0.07 -0.12 0.04 0.27 0.21
Dialisterq -0.13 -0.12 0.05 0.35 0.25 0.22
Dorea+ -0.02  -0.06 0.06 0.07 0.24 -0.02
Dysosmobacterq -0.31 -0.12 -0.20 0.06 -0.32  -0.20
Eggerthellaq -0.08 0.01 -0.16  -003 -0.13  -0.21
Enterocloster4  0.00 -0.14 0.02 -0.03 -0.33 -0.06
Enterococcusq  0.15 0.10 -0.36 -0.04 -0.00 0.01
— Faecalibacillus+  0.27 0.03 0.04 0.06 0.29 0.19
2 Flavonifractor{ 000  -007 -002 -0.10 -034 -0.16
% Frisingicoccus+ -0.16 -0.25 0.05 -0.02 0.07 0.00
= Fusobacterium+  0.34 0.14 0.06 015  -0.21 -0.03
o Intestinimonas+  0.10 -0.05  -0.02 -0.13 -0.20 0.08
; Lachnospiraq  0.21 -0.11 0.05 0.03 0.24 0.12
5 Lacticaseibaciflus -0.19 0.07 -0.06  -0.09 -0.03  -0.20
= Lactobaciflus{ -016  -006  -0.11 -0.27 -0.19  -0.26
Ligitactobaciflus -0.08 -0.07 0.05 -0.13 -0.38 -0.04
Limosilactobaciflusq -0.07 -0.11 0.04 -0.21 -0.15 -0.29
Mediterraneibactery -0.13  -0.41 0.17 0.23 0.02 0.16
Megasphaeraq -012  -0.06  -0.42 0.04 -0.28 0.10
Negativibaciflusq  0.34 -0.21 -0.09 0.07 -0.27 -0.13
Neglectaq -0.46 0.08 -0.09 0.19 0.07 -0.01
Odoribactery -0.12 -0.26 0.15 0.10 0.09 0.20
Olsenelfaq -022 -014  -0.00  -0.05 0.03 0.02
Oscillibacter  0.23 0.08 -0.12 0.04 0.29 0.10
Paraprevotellaq -0.50 -0.36 -0.03 0.09 0.09 -0.21
Parasutterellaq  0.07 -022 006 -0.03 -0.07  -0.15
Phascolarctobacterium+  0.06 0.18 -0.05  -0.19 0.03  -0.26
Prevotellaq 026  -032  -0.06 0.12 -0.04  -0.03
Prevotelfamassiliaq 0.00 009 027 -0.01 -0.07 0.08
Romboutsia+  0.24 0.17 0.29 0.17 0.09 0.07
Roseburiaq 017 0.09 0.08 -0.12 0.35 0.01
Ruminococcusy -025 -006  -0.05  -0.03 0.28 0.05
Ruminococcus2q -0.04 0.02 0.36 0.14 -0.36 -0.07
Ruthenibacterium -0.04  -0.04 0.21 -0.156 -026  -0.03
Streptococcus+  -0.44 -0.06 -0.26 -0.39 -0.34 -0.61
Turicibacterq 0.08 -0.04 0.13 0.05 0.38 0.02
Veillonella§ 0.4 0.12 -0.19 -0.24 -0.18 -0.16
50s_Male 60s_Male 70s_Male
50s_Female 60s_Female 70s_Female

Supplementary Figure S1. The values of ALDEX2 effect size obtained by comparing the gastritis disease-affected and
disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative values of
effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and positive

values indicate taxa that are less abundant. The values of effect size less than —0.2 are indicated with pink, and the values

greater than 0.2 are indicated with light blue.

Age group and sex




Agathobacter4 -0.07 0.27 0.1 0.26
Agathobaculum-  -0.24 -0.15 -0.16 0.01
Anaeromassilibacilius4 ~ 0.37 -0.30 0.10 -0.21
Anaerostipesq -0.07 -0.11 0.23 0.07
Anaerofruncus  -0.32 -0.20 0.06 0.01
Bacteroides -0.30 -0.00 0.1 -0.18
Blautia{ -0.24 -0.38 0.13 -0.04
Butyricimonas+ ~ 0.01 0.42 -0.12 -0.03
Clostridium_sensu_stricto{ -0.33 0.10 -0.07 -0.05
Clostridium_XiVa- -0.48 -0.25 -0.10 -0.26
Clostridium_XiVb+  0.14 0.11 -0.17 0.26
Coprobacter4  0.63 -0.03 -0.03 0.32
Coprococcus  0.05 0.12 -0.26 0.27
Dialisterq  0.02 0.31 -0.02 -0.07
Doreaq -0.27 0.05 0.07 0.10
Dysosmobactery  0.04 -0.32 0.19 -0.11
Eggerthellaq -0.09 -0.09 0.15 -0.44
FEisenbergiellaq 0.06 -0.32 0.05 0.10
Enteroclostery -0.29 -0.15 0.16 -0.13
Faecalibacitiusq  0.21 0.20 0.04 0.08
— Faecalibacterium-  0.06 0.12 -0.03 024
[ Faecalimonas{ 006 = -027 006  -0.24
2 Flavonifractor{ -0.31 045  -011  -038
5 Fournierella{ 008 023 006  -0.10
o Fusobacterium+  0.06 -0.02 0.09 -0.34
© Holdemania{ -0.10  -0.24 016  -0.04
E Hungatella 004  -023  -004  -0.1
intestinibacter{  -0.54 -0.38 0.03 -0.18
Lawsonibactery  0.19 -0.21 0.22 0.12
Ligilactobacillusq  0.06 -0.09 -0.26 -0.03
Massilimicrobiotaq  0.18 -0.22 0.08 0.14
Mediterraneibactery -0.26 0.06 0.13 023
Megamonas+ 046 -0.08 0.05 0.08
Neglectaq -0.01 -0.17 -0.23 -0.14
Odoribactery  0.19 0.25 0.05 0.03
Oscillibactery  0.02 0.27 -0.07 0.44
Parabacteroides -0.22 -0.02 0.18 -0.00
Paraprevotelia§  0.30 0.07 -0.12 0.17
Prevotefia§ 0.18 0.03 0.23 0.30
Romboutsiaq  0.22 0.08 0.12 -0.10
Roseburia§  0.10 0.35 -0.01 0.36
Ruminococcus -0.10 0.30 0.06 0.06
Ruthenibacterium+ -0.13 0.09 0.15 -0.26
Sellimonas4 -0.11 -0.31 0.07 0.09
Streptococcus| 0.27 -0.09 -0.14 -0.13
Terrisporobactery — -0.22 0.00 -0.09 -0.04
Turicibacter4  -0.11 -0.00 -0.02 -0.25
Veilionella§ -0.23 -0.07 0.1 0.1
50s_Male 60s_Male
50s_Female 60s_Female

Age group and sex

Supplementary Figure S2. The values of ALDEX?2 effect size obtained by comparing the kidney disease-affected and

disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative values of

effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and positive

values indicate taxa that are less abundant. The values of effect size less than —0.2 are indicated with pink, and the values

greater than 0.2 are indicated with light blue.



Acidaminococcusq 035 003 001 003 -013 001 -018 0.01
Agathobacter4 0.05 032 -0.17 -0.00 0.00 0.10 0.15 0.06
Agathobaculum- 044 -005 -0.04 0.1 0.22 0.14 0.22 0.20

Alistipes4 0.49 0.05 -0.07 0.04 -005 024 0.08 0.18

Allisonella 0.21 0.00 -0.05 0.03 0.01 005 -0.01 0.04

Amedibacterium+ -0.24 -0.08 004 -001 -0.03 -005 -0.09 -0.01
Anaerobutyricum+ 0.07 0.18 -0.07 0.04 -007 -0.01 040 0.14
Anaeromassifibaciflus{ -014 -010 -0.09 002 010 = 020 -028 -0.02
Anaerostipesqy -020 023 -0.13 035 043 -014 -0.17 0.25

Barnesiellaq 007 006 009 011 010 028 002 010

Bifidobacterium+ 0.06 014 -0.06 0.04 0.01 001 -0.36 -0.08
Butyricicoccusq -023 -006 002 001 -002 004 -023 0.1
Butyricimonas4 0.32 023 004 -009 -004 018 -0.02 028
Clostridium_IV+ 0.07 020 -0.14 012 -002 014 -0.12 0.02
Clostridium_sensu_strictoq 0.11 0.02 -0.06 0.05 0.00 -0.17 0.39 0.20
Clostridium_XiVa§ -021 -012 001 -021 -005 -0.03 -024 -0.12
Clostridium_XiVb4 -0.21  0.09 0.09 0.08 0.03 0.14 0.1 0.03
Clostridium_XVIif{ 0.03 -0.03 016 004 -0.13 -017 -0.23 -0.25
Collinsellaq 0.49 010 -008 0.16 -0.14 027 0.36 0.16

Coprobaciflus{ -022 -0.17 -0.01  0.05 0.03 0.03 0.08 -0.17

Coprobactery 027 019 010 008 -0.18 | 043 029 004

Coprococcusq 0.15 014 014 -003 0.21 0.11 028 0.27

Dialister  0.32 0.13 0.06 0.02 -023 -0.13 0.14 0.14

Doreaq 0.12 024 -005 024 -004 -0.01 029 0.22

Duodenibaciflusy -033 -0.11 -0.11 -0.07 -005 0.10 -0.01 0.03

- Dysosmobacter 0.37 0.08 -0.12 -0.04 -0.18 0.11 -0.03  -0.14
@ Eggerthellaq -0.13  0.10 0.04 004 -006 -015 -0.39 -0.12
s Enteroclostery -0.35 -024 -009 -014 006 -0.17 -007 -0.38
‘@ Enterococcus+y -0.17 -025 002 -010 -005 -0.27 -0.10 -0.14
g Erysipelatoclostridium4 029 -020 -004 -021 001 -031 -050 -0.21
g’ Faecalibaciflus4 046 019 001 007 039 011 028 042
= Faecalibacterium+ 038 025 014 007 011 007 002 0.14
¢ Flavonifractory -0.10 -0.05 -0.08 -0.10 -0.12 -0.11 -049 -0.44
|‘_“ Frisingicoccus -0.02 -0.06 -007 0.02 -0.01 003 -021 -0.02
Fusicatenibacter4 -0.06 036 -008 020 011 -0.01 -0.02 0.02
Fusobacterium+ -027 -026 0.01 -0.11 025 -022 0.00 -0.03
Holdemanella§ 022 -001 -0.02 -0.00 -0.11 0.06 0.20 0.1

Lachnospira§ -0.13 037 -005 009 003 001 0.04 041
Lactobaciflus4 -0.17 -018 003 -009 008 -013 -025 -0.39
Lawsonibacter4 021 014 006 -015 006 004 -024 -0.08
Limosilactobaciflus4{ -0.12 -018 -0.07 -009 -0.18 -006 -029 -0.28
Massilimicrobiotaq -0.15 -0.00 010 0.02 008 -0.30 -0.27 -0.26
Mediterraneibacter{ 005 012 -027 003 006 009 020 023
Megamonas+ 028 -0.00 0.00 0.05 -0.07 0.02 0.16 0.05
Megasphaeraq -008 001 -007 -001 -030 008 -006 -0.14
Merdimonas+ -0.09 -006 -0.01 -0.04 -0.09 -002 -041 -0.05
Mogibacterium+ 0.03 -0.05 0.05 -0.01 -033 0.01 0.01  -0.00
Negativibacillus§ 0.31 0.14 004 -015 -009 017 -001 -0.07

Neglectay 0.22 018 -0.07 0.8 -0.14 0.10 0.00 0.08

Odoribacter 061 015 -0.09 0.20 0.18 0.29 0.16 0.26

Oscillibacter4 0.13 015 0.19 -0.05 0.00 & 0.41 0.36 0.60
Parabacteroidesy 0.13 0.08 -0.18 -0.02 -013 0.07 | 025 -0.12
Phascolarctobacterium+ -0.25 -0.10 -004 002 026 004 001 -0.05
Prevotellaq 056 -006 005 006 -000 -005 0.13 0.14

Roseburiaq 0.22 045 0.16 0.05 -0.09 -0.04 0.33 0.02

Ruminococcus- 048 007 -002 010 -0.16 025 032 0.30
Sellimonas4 -0.17 005  -022 -009 -0.02 -0.06 -0.15 -0.07
Streptococcusq -0.37 -0.15 -0.03  -0.26 -0.10 -0.38 -0.54 -0.23

Turicibacter4 019 020 018 011 012 -0.11 028 0.16
Veilionellaq -0.37 -0.06 000 -0.01 014 -038 -043 -0.27
40s_Male 50s_Male 60s_Male 70s_Male

40s_Female 50s_Female 60s_Female 70s_Female

Supplementary Figure S3. The values of ALDEX2 effect size obtained by comparing the liver disease-affected and
disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative values of
effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and positive

values indicate taxa that are less abundant. The values of effect size less than —0.2 are indicated with pink, and the values

greater than 0.2 are indicated with light blue.

Age group and sex




Adlercreutzia 0.15 0.22 0.04 0.05 0.12 -0.13
Akkermansiay  0.14 -0.01 0.09 -0.09 -0.21 -0.03
Anaeromassilibaciflus{  0.23 -0.05 -0.11 -0.03 -0.04 -0.10
Anaerofignum+ 0.26 -0.29 0.05 -0.05 0.07 -0.09
Bacteroides ~ 0.22 -0.07 -0.08 -0.18 -0.02 -0.07
Barnesiella 0.12 0.24 0.16 0.20 -0.02 0.00
Bifidobacterium+ =~ 0.23 -0.05 0.06 0.07 0.11 0.05
Blautiaq 0.1 0.17 -0.27 -0.11 0.01 -0.21
Butyricimonas+  -0.31 -0.25 0.01 0.1 -0.08 -0.10
Clostridium_IV4  -0.25 -0.19 -0.20 0.05 -0.08 -0.03
Clostridium_sensu_stricto  -0.09 -0.10 -0.17 -0.10 0.01 0.34
Clostridium_XiVa 4 0.10 -0.24 0.02 0.05 0.00 0.09
Clostridium_XViil 4 0.24 -0.10 0.00 -0.08 0.00 -0.14
Coprobactery -0.14 0.31 0.14 0.18 -0.02 -0.06
Coprococcus -0.44 0.27 0.07 0.13 0.07 0.19
Dialisterq{  0.03 0.48 -0.00 -0.03 0.17 0.07
Doreaq -0.15 0.19 0.02 0.10 0.22 -0.21
Dysosmobacterq  0.09 -0.18 -0.15 -0.01 -0.13 -0.24
Enteroclosterq 024 -0.50 -0.21 -0.12 -0.36 -0.23
s Erysipelatoclostridium+ =~ 0.30 -0.25 -0.08 -0.22 -0.13 -0.07
E Faecalibacillusq  -0.28 0.08 0.10 0.09 0.16 0.10
2 Faecalimonas{ 022 024  -002 018 004 0.1
é Flavonifractorq ~ 0.40 -0.27 -0.15 -0.16 -0.25 -0.30
2 Frisingicoccusq  -0.01 -0.20 0.01 0.01 -0.12 0.02
= Fusobacterium4  0.07 047 012  -023  -015  -0.01
3 Holdemanella{ -0.58 007 006 005  -005 007
Intestinimonas4  0.12 -0.35 0.02 017 -0.06 0.17
Lawsonibacter4 ~ 0.20 0.19 -0.04 0.02 -0.06 -0.06
Limosilactobaciflus 0.05 0.08 -0.19 -0.04 -0.12 -0.22
Massilimicrobiotay ~ 0.29 -0.21 -0.01 0.08 -0.03 -0.07
Mediterraneibactery  -0.30 0.14 -0.07 -0.02 0.08 0.04
Mogibacterium+  -0.30 0.06 -0.05 -0.07 0.01 -0.00
Negativibacillus§  -0.25 -0.15 0.13 0.00 -0.05 -0.12
Neglectaq -0.39 0.17 -0.12 -0.08 0.08 0.05
Oscillibactery  -0.25 0.36 0.17 0.13 0.07 0.08
Paraprevotellay -0.28 0.13 0.14 0.19 -0.11 -0.12
Parasutterellaq -0.05 0.27 -0.07 0.06 0.02 -0.03
Phascolarctobacteriumq  0.00 -0.45 -0.04 0.12 -0.08 -0.17
Prevotellaq -0.21 0.02 0.04 -0.16 0.06 -0.01
Romboutsia§  0.01 -0.22 -0.00 0.1 0.10 0.07
Roseburia§  0.00 -0.31 -0.03 0.00 0.05 0.19
Ruminococcusy  -0.20 0.23 -0.08 0.11 0.01 0.00
Ruminococcus2 0.05 -0.34 -0.10 -0.19 -0.12 -0.26
Ruthenibacteriumq  0.08 0.03 0.01 -0.21 -0.23 -0.21
Streptococcus -0.14 -0.26 -0.08 -0.17 -0.16 -0.33
Turicibactery  -0.36 -0.03 0.04 -0.06 0.09 0.32
50s_Male 60s_Male 70s_Male
50s_Female 60s_Female 70s_Female

Supplementary Figure S4. The values of ALDEX2 effect size obtained by comparing the arrhythmia disease-affected and
disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative values of
effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and positive

values indicate taxa that are less abundant. The values of effect size less than —0.2 are indicated with pink, and the values

greater than 0.2 are indicated with light blue.

Age group and sex




Acidaminococcusq -027 012  -0.02  -0.04
Agathobaculum- -0.04 0.07 0.02 0.26
Alistipes+ -0.23 -0.02 -0.09 0.03
Anaerostipes  0.20 0.19  -0.20 0.06
Anaerotignum- -0.11 -0.30 -0.06 -0.14
Clostridium_XVIllq 0.08 020 -0.16  -0.14
Dysosmobacterq -025 -003 -0.19  -0.01
Enteroclostery -0.07  -0.11  -0.22 0.13
Faecalibacillus{ 0.24 0.14 0.15 -0.06
Flavonifractorqy -024 -006 -0.14  -0.09
Intestinibactery 0.13 0.10 020 -0.01
Intestinimonesq  0.04 009 -002 -025
Massilimicrobiota§q 0.03 ~ -029 -0.15 -0.13
Negativibacillus4 -0.32 -0.10 -0.16  -0.12

Taxa (genus level)

Odoribacter§y -0.07 =~ 024  -0.04 0.04
Parabacteroides -024 -0.05 -0.08 -0.01
Paraprevotelfaqy 0.1 0.20 -0.08  -0.08
Phocaeicolay -0.04 0.22 0.06 0.02
Roseburiaq 0.13 0.16 0.39 -0.06
Ruminococcus24 -0.04 -026 -0.10 -0.03
Ruthenibacterium4 -025 -034 -0.17 -0.01
Senegalimassilia§ -0.03 0.08 023  -0.06
Streptococcusy -034 -0.16  -025 -0.32
Turicibacterq 0.24 0.09 0.17 0.07

60s_Male 70s_Male
60s_Female 70s_Female
Age group and sex
Supplementary Figure S5. The values of ALDEX?2 effect size obtained by comparing the angina pectoris disease-affected
and disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative values
of effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and positive
values indicate taxa that are less abundant. The values of effect size less than —0.2 are indicated with pink, and the values

greater than 0.2 are indicated with light blue.



Agathobacter -0.08 0.12 -0.00 0.03 0.26 0.63
Bacteroides - -0.20 -0.03 -0.04 0.06 -0.17 -0.24
Clostridium_XiVa+ -0.04 0.06 -0.11 0.09 -0.05 -0.25
Clostridium_XIVb A 0.12 0.07 0.02 0.08 0.07 0.23
Clostridium_XVIII 4 -0.04 -0.05 -0.18 -0.14 -0.26 -0.22
Coprococcus 4 0.01 0.21 0.06 0.14 0.12 0.24
Eggerthella -0.06 0.01 -0.04 0.05 -0.10 -0.34
3 Enterococcusy  -0.01 -0.04 -0.13 -0.13 -0.09 -0.27
E Erysipelatoclostridium 4 -0.21 -0.07 -0.06 0.03 -0.19 -0.27
g Faecalibacillus - 0.1 0.17 -0.06 0.00 0.03 0.21
S Flavonifractor - -0.03 -0.05 -0.14 0.04 -0.14 -0.37
E Fusobacterium 0.04 0.13 -0.07 -0.03 -0.21 -0.02
= Holdemania 4 -0.08 0.01 -0.02 0.02 -0.02 -0.23
Intestinibacter - -0.04 -0.22 0.06 0.04 -0.01 -0.24
Intestinimonas A -0.02 -0.05 0.04 0.06 -0.08 -0.26
Massilimicrobiota -0.11 -0.22 -0.02 -0.06 0.03 -0.25
Negativibacillus 0.13 -0.29 0.18 -0.04 0.05 -0.056
Osciflibacterq  -0.03 0.20 0.13 -0.08 0.30 0.23
Ruminococcus2 - 0.19 0.02 -0.07 0.17 0.12 -0.25
Selfimonas - -0.03 0.00 0.02 0.04 -0.02 -0.31
50s Male  60s Male  70s Male
50s_Female 60s_Female 70s_Female

Age group and sex

Supplementary Figure S6. The values of ALDEX?2 effect size obtained by comparing the glaucoma disease-affected and
disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative values of
effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and positive
values indicate taxa that are less abundant. The values of effect size less than —0.2 are indicated with pink, and the values

greater than 0.2 are indicated with light blue.



Adlercreutzia< 003 0.03 017 -0.01 -0.10 008 011 -0.02 005 -0.04 0.10 020
Agathobacter 034 008 0.00 001 0.04 0.13 -0.10 0.15 023 013 024 0.09
Agathobaculum=  -0.00 -0.03 0.01 0.04 0.11 0.03 0.10 0.10 0.10 0.05 -0.00 0.25
Allisonella  ooe 0.03 007 0.01 -0.01 0.03 008 003 025 0.07 018 0.08
Amedibacterium+ 024 -0.04 009 001 0.06 -0.06 008 -0.00 0.16 0.02 002 002
Anaeromassilibacilius - 0.06 -0.07 -0.04 0.04 0.01 0.01 0.16 0.12 -0.09 -0.08 -0.24 -0.00
Anaerotignum - -0.05 0.08 -0.03 -0.03 0.06 0.01 0.10 -0.14 0.32 -0.08 -0.16 -0.13
Bacteroides - 0.09 0.1 -0.13 -0.01 0.02 0.05 021 -0.10 -0.10 -0.29 0.15 -0.07
Bifidobacterium = 0.1 013 0.04 0.16 -0.08 -0.01 034 0.10 -0.06 -0.26 021 0.03
Butyricimonas+ 012 -0.07 -0.06 0.06 0.02 0.07 0.05 -0.07 007 0.31 -0.16 0.03
Clostridium_sensu_stricto 4 0.19 019 -0.04 -0.01 0.04 0.06 0.02 014 -0.23 -0.10 0.20 -0.07
Clostridium_XiVa< o012 -0.06 0.16 .17 002 0.10 026 0.15 015 -0.23 -0.05 0.03
Clostridium_XVili4 003 -0.01 -0.06 -0.09 0.11 -0.01 0.14 0.04 0.00 0.02 0.22 0.12
Collinsella - 0.14 -0.02 0.12 0.08 -0.07 0.04 015 0.08 -0.05 -0.03 023 0.08
Coprobacter — -018 031 014 0.01 0.06 003 015 0.04 013 -0.02 012 0.10
Coprococcus= 002 0.06 008 -0.07 0.05 0.10 0.06 0.09 017 -0.00 0.11 030
Dialister4 ~ 0a7 0.21 0.00 0.07 0.04 -0.00 0.05 005 025 0.15 -0.13 022
Dysosmobacter4 002 001 0.0 -0.02 001 001 029 0.08 015 0.16 033 -0.09
Eggerthellas 023 -0.10 015 -0.08 005 -0.09 029 0.09 -0.01 0.15 0.16 011
Eisenbergiellay 008 -0.01 -0.08 -0.03 0.05 -0.05 -0.00 -0.06 0.10 0.22 0.02 -0.07
Enterocloster- 045 -0.08 -0.06 0.16 -0.05 0,07 025 -0.18 004 0.23 027 -0.15
Enterococcus+ — -002 0.02 -0.08 0.04 002 -0.02 005 0.09 0.01 0.16 025 0.05
Erysipelatoclostridium 5 0.01 0.1 0.01 -0.20 0.02 0.13 -0.16 -0.14 0.09 017 0.10 -0.37
Eubacterium-  -003 0,07 0.01 -0.03 -0.01 -0.04 0.02 0,05 -0.08 0.06 -0.12 0.22
= Faecalibacilius4  -008 001 -0.09 -0.02 013 005 0.09 0.10 028 0.06 029 050
E Flavonifractor4 002 -0.06 0.11 -0.08 002 -0.04 037 0.16 003 009 042 -0.13
i) Fusobacterium-  -0.08 0.02 0.1 -0.03 0.06 -0.06 0.02 -0.07 025 0.04 0.11 0.1
g Holdemanellaq -012 001 0.08 -0.01 0.05 0.04 0.16 0.03 020 -0.05 022 o1
g Intestinibacter-  -0.03 016 -0.07 -0.10 0.14 -0.06 -0.38 -0.06 002 -0.01 0.14 0.18
k] Intestinimonas - 1 027 0.10 003 001 002 0.01 0.13 0.02 0.19 0.3 0.00 0.03
© Lachnospira-  -004 -0.03 0.06 0.00 0.08 0.03 0.14 003 022 0.10 023 0.12
¢>é Lactobacillus 4 0.06 0.01 -0.06 -0.02 0.00 -0.03 0.10 0.01 -0.00 -0.08 -0.34 -0.04
= Lawsonibacter  -004 0.04 015 0.00 007 0.03 0.00 -0.04 0.00 047 042 0.08
Ligitactobacillus -0.10 -0.05 -0.00 -0.01 -0.03 -0.03 -0.03 -0.03 0.1 -0.00 -0.38 -0.01
Limositactobacilius 012 0.04 0.02 -0.00 -0.01 -0.02 0.03 -0.00 -0.03 0.09 -0.46 -0.25
Mediterraneibacter4 007 -0.07 0.01 0.04 -0.03 -0.01 035 003 024 0.09 028 028
Megamonas+  -019 0.01 0.04 0.00 0.04 0.06 0.06 0.08 025 0.01 -0.16 0.08
Megasphaera4 014 -0.10 -0.00 0.05 007 -0.05 023 001 025 -0.08 -0.08 -0.10
Merdimonas-4  on 017 0.10 0.04 -0.04 0.04 008 -0.10 0.04 0.16 022 0.07
Negativibacilius4 006 0.02 -0.06 0.01 -0.02 0.03 023 -0.07 038 -0.16 -0.18 -0.22
Odoribacter  -0.02 0.12 017 -0.02 -0.01 0.03 0.04 0.06 024 0.01 -0.04 0.34
Oscillibacter 0.08 008 0.10 on 0.07 0.08 0.24 0.07 0.1 0.04 -0.04 0.09
Paraprevotellaq 003 003 002 0.02 001 -0.00 0.10 007 002 024 -0.07 034
Phascolarctobacterium= ~ -005 021 001 003 0.06 005 0.08 0.05 0,09 0.4 003 -0.40
Romboutsia 4 0.16 0.05 -0.04 0.06 0.19 0.02 -0.05 0.12 043 -0.13 0.14 0.03
Roseburiaq 015 003 0.01 0.08 0.06 0.03 0.08 0.20 047 025 0.27 0.15
Ruminococcus 4 013 0.08 0.03 0.06 on 0.03 0.26 -0.01 0.19 0.08 0.08 0.00
Ruminococcus2-  -0.08 0.04 -0.08 -0.01 0.14 -0.01 -0.18 -0.10 -0.06 -0.03 -0.32 033
Ruthenibacterium 0.02 0.1 0.1 -0.02 0.13 -0.04 019 -0.20 0.01 -0.22 -021 -0.05
Selfimonas+ 005 -0.01 -0.00 0.06 -0.01 -0.09 020 -0.09 0.10 017 -0.00 -0.08
Senegalimassilia5 008 -0.02 -0.02 -0.00 -0.03 0.02 0.13 005 0.02 -0.02 0.20 0.04
Slackia5  -0.08 0.06 0.07 -0.01 -0.06 0.05 020 0.02 023 -0.03 0.14 -0.02
Streptococcus+ 005 -0.07 -0.08 0.04 -0.10 0.04 020 0.10 004 -0.02 036 012
Sutterella4 010 -0.07 005 0.05 0.09 0.02 005 013 0.14 -0.01 056 011
Turicibacter ~ -0.02 -0.09 -0.05 0.09 0.09 0.10 0.03 0.09 001 0.08 029 -0.16
Veitlonella - 047 013 -0.02 0.05 0.07 -0.01 -0.03 -0.06 -0.32 0.02 -0.21 -0.02
Victivallis4  -001 0.02 007 003 -0.13 0.03 0.09 -0.06 009 -0.08 029 0.13
20s_Male 30s_Male 40s_Male 50s_Male 60s_Male 70s_Male
20s_Female 30s_Female 40s_Female 50s_Female 60s_Female 70s_Female

Supplementary Figure S7. The values of ALDEX2 effect size obtained by comparing the atopic dermatitis disease-
affected and disease-free Japanese control groups. The comparisons were performed considering age and sex. Negative
values of effect size indicate taxa that are more abundant in the disease-affected group than in the control group, and

positive values indicate taxa that are less abundant. The values of effect size less than -0.2 are indicated with pink, and

the values greater than 0.2 are indicated with light blue.
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