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Figure S1: Importance of predictors. Importance of the identified taxa in models for (A) differentially

abundant bacterial genera: PWS vs.

CON, (B) differentially abundant bacterial genera: OWOB CON vs.

NW CON, (C) differentially abundant bacterial genera: OWOB PWS vs. NW PWS, (D) differentially
abundant fungal genera: PWS vs. CON, (E) differentially abundant fungal genera: OWOB CON vs. NW
CON, (F) differentially abundant fungal genera: OWOB PWS vs. NW PWS, (G) predicting PWS using
selected bacterial and fungal genera markers, (H) predicting OWOB in CON subjects using selected
bacterial and fungal genera markers, (I) predicting OWOB in PWS subjects using bacterial and fungal
genera markers. Predictors with grey labels in A-F were those with importance between the 80% and 90%
quantile in each model and were not included in the final models.
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Figure S2: Performance of the model for differentiating PWS from CON using bacterial genera markers.
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Figure S3: Performance of the model for differentiating OWOB CON from NW CON using bacterial
genera markers.
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Figure S4: Performance of the model for differentiating OWOB PWS from NW PWS using bacterial
genera markers.
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Figure S5: Performance of the model for differentiating PWS from CON using the identified fungal
genera markers.
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Figure S6: Performance of the model for differentiating OWOB CON from NW CON using the identified
fungal species markers.
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Figure S7: Performance of the model for differentiating OWOB PWS from NW PWS using the identified
fungal genera.
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Figure S8: Performance of the model for differentiating PWS from CON using the identified bacterial and
fungal genera.
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Figure S9: Performance of the model for differentiating OWOB CON from NW CON using the identified
bacterial and fungal genera.
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Figure $10: Performance of the model for differentiating OWOB PWS from NW PWS using the identified
bacterial and fungal genera.
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Figure S11: Correlation between dietary intakes and microbiota in the whole dataset. (A) Correlation of
dietary intakes with bacterial genus-level abundance. (B) Correlation of dietary intakes with bacterial
species-level diversity. (C) Correlation of dietary intakes with fungal genus-level abundance. (D)
Correlation of dietary intakes with fungal species-level diversity. Q values were generated using the
Bonferroni method. + indicates g-values between 0.05 and 0.1; * indicates g-values less than 0.05.
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Table S1: Median values of a-diversity indices.

Index  NWCON OWOB CON NW FWS OWOB FWS CON__PWS
All bacterial species Chaol 935 86.59 99.1 101.61 926 10072
Shannon 244 255 217 216 249 217
Simpson 0.83 0.83 0.82 0.79 083 0.82
Actinobacteria Chaol 4.00° 3.50° 767 625" 400" 7008
Shannon 0.3 047 0.77 0.32 04 052
Simpson 0.14 0.26 0.45 0.14 019 028
Bacteroidetes Chanl 18 13 16 19.25 17 1617
Shannon 1.28 116 0.92 0.75 122 09
Simpson 0.6 0.56 042 0.35 058 042
Firmicutes Chanl 59.5 55.71 62.5 60.45 5817 619
Shannon 209 225 22 215 214 22
Simpson 0.8 0.81 0.82 0.79 0.8 081
Lentisphaerae Chanl 0 0 0 0 0 0
Shannon 0 0 0 0 0 0
Simpson 1 1 1 1 1 1
Proteobacteria Chanl 7 7.75 7 7.75 7 7
Shannon 0.93° 089" 078" 0.45° 093" 059"
Simpson 0.53° 051 042™ 0.18° 053" 030"
Teneticutes Chaol 1 ] 1 1 1 1
Shannon 0 0 0 0 0 0
Simpson 0.03° Loo® 019" 0.00° 0.49 0
Verrucomictobia  Chaol 100" 1.00" 1.00°" 1.00° 1 1
Shannon 0 0 0 0 0 0
Simpson 0 0 0 0 0 0
All fungal species  Chaol 8 7 825 9 7 9
Shannon 0.84 0.54 0.73 0.34 068 047
Simpson 0.39 0.29 0.38 0.17 038 021
Ascomycota Chaol ] ] ] 5 ] ]
Shannon 0.71 0.15 0.67 0.79 048 076
Simpson 045 0.05 042 048 024 048
Basidiomycota Chaol 1.00" Lo0* Loo™ 3.00° 1 2
Shannon 0.00" 000" 000" 0.30° 0 003
Simpson 0 0.33 0.07 0.39 0 017

Comparison between the CON and PWS group: Wilcoxon test (two-sided); comparisons between
subgroups: Dunn test (Bonferroni-adjusted p values). a, b, ¢, d In the same row, values for the four
subgroups and for the two groups with different letter superscripts mean significant difference (p<0.05)



Table S2: Median abundance and occurrence frequency of differentially abundant bacterial and fungal

taxa.
Model Predictor Median o Ocarrence frequey
NWCON __ OWOBCOMNWPWS  OWOB PWSCON PWS NWCON _OWOB COMNWPWS  OWOB PWSCON PWS
Differentially abundant | Akkermansia 788E-03  LIIE-02  311E-04  531E-04  7REE-03  3.1IE-04 0.94 0.63 0.87 100 0.85 0.92
bacterial genera: PWS  Anaerostipes 20SE-04  33SE-04  4BIEDS  266ED4  25IE-04  T.62ENS Lov 0.75" 0.60° Lo0™ 0.92 0.76
vs. CON Clostridium (Ruminococeaceae) 000E-00°  1.60E-04*  1.04E-04% 244E-04" 510E-05 1.51E-04 047 0.75 0.67 100 0.58 0.80
Dorea LOIE-03  1.56E-03  5.0BE-04  8.50E04  LOIE-03  6.07E-04 100 100 1.00 100 1.00 1.00
Haemophilus LOSE-03  4.71E-04  2.89E-04  3.22E-04  BAGE-04  3.0RE-04 0.88 0.88 0.93 100 0.88 0.96
Oscillospira 295E-02  2ALE-02  9.05E-03  L22ZE-02  233E-02°  LI12E-02° 100 100 1.00 100 1.00 1.00
Prevotella 222E04%  L6SE-04°  4.86E-04"  2TEE-04%  211E-04'  414E-04° 0.94 075 1.00 1.00 0.88 1.00
Propionibacterium OO0ED0"  0.00EH0%  1.74E-D5° 2 46E-05"  0.00E+00°  1.74E-05" 0.00° 0.00°" 0.73° 0.60% 0.00° 0.68"
SMB33 4AGE-04%  3RBE-03*  6.26E-04°  LOOE-04%  902E-04  529E-04 100 100 0.87 100 1.00 0.92
Staphylococeus 0O0ED0"  D.00EHI0™  414E-05"  S31E-05"  0.00E00* 4 85E-05" 0.06" 0.00% 0.73° 0.80% 0.04° 0.76"
Unclassified Christensenellaceae 206E-04  3.07E-04  T.4E-05  L44E-D4  216E-04  E.63E-05 100 0.58 0.80 0.80 0.96 0.80
Unclassified Enterobacteriaceae 0.00E-00"  LOSE-04%  5.65E-04"  3.06E-04° 287E-05*  393E-04" 047" 0.88"" L.o0" 1Lo0™ 0.62" 100"
Unclassified RF39 L66E-04  0.00E+00  1.55E-04  196E-05  0.00E+00  8.93E-03 0.59 0.13 0.67 0.70 046 0.68
Differentially abundant Alistipes 2.66E-02  1.OZE-02  146E-02  L7SE-02  2.07E-02  1.55E-02 100 1.00 0.93 100 1.00 0.96
bacterial genera:  Bacteria_unclassified genera 4.57E-03  5.00E-04  140E-03  LTOE-D3  140E-03  1.40E-03 0.94 0.88 1.00 0.90 0.92 0.96
OWOB CON vs. NW  Bifidobacterium 40RE-03*  23IE02°  L74E03"  GADED3®  §02E-03  4.94E-03 1.00 1.00 1.00 100 1.00 1.00
CON Bilophila 1.24E-03  9.016E-05  7.92E-04  4.65E-04  B.SSE-04  5.53E-04 0.94 0.50 0.60 0.70 0.81 0.64
Blautia B47E-03  173E-02  LI3E-02  BISE-03  LOTE-02  833E-03 1.00 1.00 1.00 100 1.00 1.00
Collinsella LIOE-04  R9TE-04  290E-04  L64E-D4  LITE-04  Z.1RE-D4 0.76 0.63 0.80 0.90 0.73 0.84
Dialister 0.00E<00°  33BE-03"  LTIE-DS*  9.SSE-04% 1 12B-04  145E-04 047 1.00 0.53 0.90 0.62 0.68
Dorea LOIE-03  1.S6E-03  S.UBE-04  8.50E04  LOIE03  607E-04 100 1.00 1.00 100 1.00 1.00
Holdemania 861E-05  L3IE-04  BOTE-0S  123E-04  9.02E-05  9.71E-05 0.94 075 0.87 100 0.88 0.92
SMBS3 AAGE-04%  3BRE-03  626E-04°  100E-04"  903E-04  5.20E-04 1.00 1.00 0.87 100 1.00 0.92
Sutterella L7RE-02*  1.OGE-02° 3.91E-03*  248E-02" 165E-02  L11E-02 1.00 100 0.93 100 100 0.96
Turicibacter SHIE05"  32IE04"  9.14E-05%  142E05°  9.02E-05  6.90E-05 0.82 1.00 0.80 0.60 0.88 0.72
Differentially abundant  Anaerostipes 205E-04  3.35E-04  4RIE-DS  2.66E-D4  252E-04  T.62E-05 L.o0* 0.75" 0.60° 1.00™ 0.92 0.76
bacterial genera:  Bacteroides 339E-01  357E-01  2.69E-D1  360E-D1  339E-01  3.ORE-D1 100 1.00 1.00 100 1.00 1.00
OWOB PWS vs. NW  Bifidobacterium 408E-03%  231E-02"  L74E-03"  940E-03*  §02E-03  4.94E-03 100 .00 .00 100 1.00 1.00
PWS Clostridium (Clostridiaceae) L21E-03  1L3IE03  7.07E-04  5.28E04  1.21E-03  T.OTE-04 100 1.00 1.00 100 1.00 1.00
Clostridium (Lachnospiraceae) 4.83E-03  6.IRE-03  449E-03  321E-03  498E-03  4.14E-03 100 1.00 1.00 100 1.00 1.00
Clostridium (Ruminococcaceae) 000E-00°  L60E-04%  LO4E-04%* 244E-04"  S10E-05  1.51E-D4 047 075 0.67 100 0.58 0.80
C S93E-03  1LOOE-02  4.87E-03  931E-03  9.14E-03  6.96E-03 1.00 1.00 1.00 1.00 1.00 1.00
Dialister 0.00E<00°  33SE-03"  LTIE-05"  9.5SE-04* |12E-04  1.45E-04 047 1.00 0.53 0.90 0.62 0.68
Escherichia %ose-0s  BacE-04 Ts2p-04 TrsEos Mos-04 Ma7E-04 0.76 075 1.00 0.90 077 0.96
Parabacteroides Tose-03 Rese-03 Me3e-03 BeoE-03 Feze-03 FesE-03 0.88 1.00 0.87 0.80 0.92 0.84
Prevotella 222E-04%  L6SE-04°  4.86E-04"  27BE-04%  211E-04°  4.14E-04° 0.94 075 1.00 100 0.88 1.00
Sutterella LTSE02*  1LOGE-02° 391E-03°  248E-02" Mese-02  MLiie-n2 1.00 1.00 0.93 1.00 1.00 0.96
Turicibacter S6IE05*  321E-04"  9.14E-05% 14205 o205 Go0E-0s 0.82 1.00 0.80 0.60 0.88 0.72
Differentially abundant Candida Ba3e-03  TDooe+00  EroE-02  TB0sE-02  2.08E-03  671E-02 0.73 043 0.90 0.89 0.61 0.89
bacterial genera: PWS  Mrakia To00es00  D00Es00  TDooes00  TooEs00  0.00B-00"  0.00E-00° 0.00 0.00 040 022 0.00" 032"
ve, CON Saccharomyces 9O7E-02%  R32E-01"  140E-04" 8 T0E-04°  223E-01°  281E-04" 1.00 1.00 0.50 0.67 1.00° 058"
Unclassified A garicomycetes Do0e<00  D.00E<00  Doos00  TDooE-p0  0.00E400*  0.00E+00° 0.00 0.00 020 044 0.00° 032°
Unclassified Ascomycota Taie03 Rate-03 Gase0s Bo72E04 Bede-03 Fa2E-04 100 0.86 0.90 0.89 0.94 0.89
Unclassified Basidiomycota 0.00E-00"  0.00E+00"  234E-05*  7.7IE-04°  0.00B+00°  2.64E-04° 0.09" 0.14" 0.50" 078" 011 0.63"
Differentially abundant Candida Ba3e-03  TD.ooE+00  BroE-02  TW0sE-02  2.08E-03  671E-02° 0.73 043 0.90 0.89 0.61 0.89
bacterial genera:  Cyberlindnera T.o0e-00  D.o0e+00  Dooe=00  Tooes00  Tooes00  ooE-00 0.27 0.43 0.40 0.33 0.33 0.37
OWOB CON vs. NW  Fungi unclassified genera Bogeor  Taseor oot Tsseor Bsoeor Farem 1.00 100 1.00 1.00 1.00 1.00
CON Saccharomyces 9.0TE-02*  B3ZE-01*  1.40E-04" R TOE-04" 2.23E-01° Z.8I1E-D4" 1.00 1.00 0.50 0.67 1.00° 0.58°
Unclassified Ascomycota Taie03 Ra7e-03 Base03 TBo72E04 MedE-03 Fa2E-04 1.00 0.86 0.50 0.89 0.94 0.89
Differentially abundant Fungi unclassified genera Bogeor  Taseor oot Tsseor Bsoeor Farem 1.00 100 1.00 1.00 1.00 1.00
fungal genera: OWOB | Saccharomyces 9OTE-02%  B3ZE-01*  L40E-D4"  BTOE-04" 2.23E-01°  2.R1E-04" 1.00 1.00 0.50 0.67 1.00° 0.58°
PWS vs. NWPWS  Unclassified Ascomycota Taie03 Rate-03 Gase0s TBo72E04 BedE-03 Fa2E-04 1.00 0.86 0.50 0.89 0.94 0.89
1 i 0.00E=00"  0.00E+00"  234B-05"  7.73E-04°  0.00B+00"  2.64E-04" 0.09" 0.14" 0.50" 078" o1 0.63"

Comparison of abundance between the CON and PWS group: Wilcoxon test (two-sided); comparisons of
abundance between the subgroups: Dunn test (adjusted p values). Comparison of occurrence frequency

between CON and PWS: Fisher's Exact test; comparisons of occurrence between the subgroups: Fisher's

Exact test with Bonferroni correction. a, b, ¢, d in the same row, values for the four subgroups and for the
two groups with different letter superscripts mean significant difference (p<0.05).



Table S3: Median values of nutrition intakes.

NWCON OWOBCON NWPWS OWOBPWS CON PWS
Fib (g) 20.2 14.2 18.1 19.7 16.5 19.0
Prot (g) 60.7 68.2 69.6 719 64.4 70.6
Carb (g) 2274 222,58 175.4" 195.1°" 2253 189.2"
Fat (g) 202.2 204.5 201.3 206.2 2022 203.6
SatFat (g) 2016 196.2 194.8 197.8 197.8 195.1
UnSatFat 173.2 1734 176.5 374.0 1732 1763
Chol (mg) 147.0 212.7 161.9 187.3 162.8 178.5
Sugar (g) 199.9 207.5 197.6 200.0 203.5 197.9

Comparison between CON and PWS: Wilcoxon test (two-sided); comparisons between the subgroups:
Dunn test (adjusted p values). a, b, ¢, d in the same row, values for the four subgroups and for the two
groups with different letter superscripts mean significant difference (p<0.05).

Table S4: Logistic regression for the association between CHO intake, group and dichotomized
abundance of differentially abundant bacterial and fungal taxa.

Estimates in logistic regression model

Genus-level abundance (Ref: below-the-median) CHO (Ref: above-the-median) Group (Ref: PWS) CHO * Group

Odds ratio (95% confidence interval)  p value Odds ratio (%5% conf p value Odds ratio (95% cor p value
Staphylococcus 1.08 (0.15, 7.64) 0.936 0.02 {0.00, 0.27) 0.003 00, NA) 0.999
Unclassified Enterobacteriacese 0.34 (0.03, 3.56) 0.37 0.03 {0.00, 0.35) 0.005 B.17(0.40, 166.29) 0.172
Propionibacterium 1.44 (0.25, B.46) 0.687 040, NA) 0.998 0.69 {0, NA) 1
Prevotella 1.95(0.32, 12.01) 0.472 0.25(0.04, 1.47) 0125 0.41 (0,03, 5.73) 0.508
Oscillospira 0.42 (0,07, 2.36) 0.323 2.40(0.42, 13.60) 0.323 100 (0.09, 11.63) 1
Dorea 0.33 (0,06, LET) 0.209 0.86(0.15, 4.82) 0.861 2,14 (0,19, 24.23) 0.539
Clostridium (Ruminococcaceae) 0.48 (0,07, 3.09) 0.437 0.30(0.05, 1.91) 0.2 0.34 (0,02, 6.55) 0.473
SMB33 T.BE (0.79, TR.6T) 0.079 10.00 ( 1.00, 100.46) 0.05 0.15 (0,01, 2.63) 0.193
Unclassified RF 39 3.06 (0.54, 17.46) 0.209 1.48 (0.27, 8.27) 0654 0.22 (0,02, 2.56) 0.227
Akkermansia 2.10(0.32, 13.61) 0.437 T20(1.07, 48.64) 0.043 0.20 (0,02, 2.54) 0.214
Anaerostipes 0.25(0.04, 14T 0.125 1.10(0.19, 6.29) 0.915 218 (0.19, 25.52) 0.534
Unclassified Christensenellaceae 0.14(0.02, 0.94) 0.043 0.61 (0,09, 4.02) 0.608 2.36(0.18, 31.29) 0516
Haemophilus .88 (0.79, 7B.67) 0.079 12.83 (1.26, 130.51)  0.031 0.07 (0,00, 1.22) 0.068
Saccharomyces 0(0, NA) 0.999 6.00 (0.70, 51.10) 0.101 INF (0, NA) 0.999
Candida 0(0, NA) 0.999 00, NA) 0.999 INF (0, NA) 0.999
Mrakia 1.25(0.16, 9.54) 0.83 00, NA) 0.999 0.80 {0, NA) 1
Unclassified Basidiomycota 0.56 (0.08, 4.14) 0.57 0.09 (0,01, 0.84) 0.035 00, NA) 0.999
Unclassified Ascomycota 0.25 (0.03, 1.82) 0.171 1.31(0.19, 9.10) 0.783 3.05 (0,19, 48.86) 0.431
Unclassified Apgaricomycetes 4.29 (0.39, 47.63) 0.236 0(0, NA) 0.999 0.23 {0, NA) 1

INF: infinite value; NA: not available.



Table S5: Logistic regression for the association between hyperphagia scores, group and dichotomized
abundance of differentially abundant bacterial and fungal taxa.



Genus-level abundance (Ref: below-the-median)

Estimates in logistic regression model

Hyperphagia score (Ref: above-the-median)

Group (Ref: PWS)

Score * Group

Odds ratio (95% confid interval)  p value 0dds ratio (95% conf p value Odds ratio (95% conf p value
Staphylococeus Behaviour score 0.15 (0.01, 1.50) 0.105 0.02 (0.00, 0.29) 0.005 0(0, NA) 0.999
Staphylococcus Drive score 023 (0.03, 1.63) 0.141 0(0, NA) 0.999 INF (0, NA) 0.999
Staphylococeus Severity score 0,27 (0.04, 1.86) 0.183 0.05 (0.00, 0.62) 0.02 00, NA) 0.998
Staphylococcus Total score 0.23 (0.03, 1.63) 0.141 0.02 {0.00, 0.22) 0.017 040, NA) 0.999
Unelassified Enterobacterisceae Behaviour score 2.75 (0.40, 18.88) 0303 0(0, NA) 0.999 INF (0, NA) 0.999
Unelassified Enterobacteriaceae Drive scote 4.50 (0.4, 46.17) 0205 0.07 (0.01, 0.75) 0.071 0.65 (0,02, 17.60) 0.648
Unclassified Enterobacteriaceae Severity score 231 (0,22, 24.32) 0486 0.10(0.01, 1.08) 0.058 0.58 (0,02, 16.84) 075
Unelassified Enterobacterisceac Total score 4,50 (0.44, 46.17) 0.205 0.06 (0,01, 0.57) 0.015 1.00 (0.04, 26.91) 1
Propionibacterium Behaviour score 0.53 (0.10, 2.98) 0474 0(0, NA) 0.999 1.88 (0.00, NA) 1
Propionibacterium Drive scote 1.17 (0.21, 6.56) 0.861 0(0, NA) 0.999 0.86 (0,00, NA) 1
Propionibacterium Severity score 382 (0,38, 38.83) 0.258 0(0, NA) 0.99% 0.26 (0,00, NA) 1
Propionibacterium Total score 117 (0.21, 6.56) 0.861 0(0, NA) 0.999 0.86 (0.00, NA) 1
Prevotella Behaviour score .32 (0,05, 2.11) 0236 0(0,NA) 0.999 INF (0, NA) 0.999
Prevotella Drive scote 0.85 (0.14, 4.99) 0.856 0(0, NA) 0.999 INF (0, NA) 0.999
Prevoiella Severity score  0.38 (0,06, 2.46) 031 0(0, NA) 0.99% INF (0, NA) 0.999
Prevotella Total score 038 (0,06, 2.24) 0.283 00, NA) 0.99% INF (0, NA) 0.999
Oscillospira Behaviour score 1.25 (.24, 6.44) 0.79 12.00 (105, 136.79)  0.045 0.17 (0.01, 2.84) 0215
Oscillospira Drive scote 0.64 (0.12, 3.53) 0611 0.90(0.15, 5.26) 0.907 8.43 (0.70, 101.65)  0.093
Oscillospira Severity score 0,63 (0,10, 4.18) 0.631 236 (031, 17.85) 0.407 1.97 (0,12, 31.21) 0.631
Oscillospira Total score .64 (0,12, 3.53) 0.611 2.25(0.44,11.52) 0.33 207 (0,19, 22.34) 0.547
Dorea Behaviour score (.63 (0,13, 3.07) 0.562 2.50(0.34, 18.33) 0.367 0.64 (0.05,7.52) 0.723
Dotea Drive scote 038 (0.07, 2.03) 0256 2.63 (0.40, 17.46) 0318 0.79 (0.06, 9.77) 0.79
Dorea Severity score 0,40 (0.06, 2.63) 034 1.50 (D.20, 11.24) 0.693 2.04 (0.13, 31.62) 0.611
Dorea Total score 038 (0,07, 2.03) 0256 131 (0.26, 6.64) 0.742 2.03 (0.20, 21.15) 0.553
Clostridium (Ruminococcaceae) Behaviour score .39 (0,07, 2.13) 0277 013 {0.02, 1.09) 0.06 4,09 (0,32, 52.20) 0.278
Clostridium {Ruminococcaceae) Drive scote 036 (0.07, 1.97) 024 0.36 (0.06, 2.19) 027 1.15 (0.10, 12.88) 0.912
Clostridium {Ruminococcaceae) Severity score 067 (0.11, 3.99) 0.657 0.33 (.04, 2.56) 0.291 1.21 (0.08, 17.88) 0.889
Clostridium {Ruminococcaceae) Total score 0.36 (0,07, 1.97) 024 0.16 (0.03, 0.92) 0.04 428 (0.39, 46.98) 0.235
SMB53 Behaviour score 3.50 (11,64, 19.20) 0149 4.00(0.55,29.17) 0.171 0.34 (0.03, 3.93) 0.385
SMBS3 Drive score 1.00 (0.20, 5.12) 1 1.50 (0.27, 8.45) 0.646 0.615
SMBS3 Severity score 118 (0.20, 6.93) 0.856 6.29 (0.58, 68.42) 0.131 026 (0.01, 4.97) 0259
SMB353 Total score 2.00 (0,39, 10.31) 0407 3.00(0.57, 15.77) 0.194 .50 (0.05, 5.06) 0.557
Unelassified RF39 Behaviour score 1,60 (0,33, 7.85) 0.562 0.40 {0.06, 2.93) 0.367 1.56 (0.13, 18.36) 0.723
Unclassified RF39 Drive scare 1.31 (0.26, 6.64) 0.742 0.53 (0,09, 3.03) 0.525 113 (0.11, 11.99) 0.92
Unelassified RF39 Severity score 048 (0.08, 2.81) 0413 0.16 (0.02, 1.73) 0.131 838 (0.44, 160.30)  0.158
Unclassified RF39 Total score 1.31 (0.26, 6.64) 0.742 0.38 (0.07, 2.03) 0.256 2.03 (0.20, 21.15) 0.553
Akkermansia Behaviour score 0,62 (0.12, 3.22) 0.572 187 (0.28, 12.31) 0.517 241 (0.21,27.3%) 0478
Akkermansia Drive scare 2,75 (0,51, 14.86) 024 1.65 (0.26, 10.31) 0.592 1.97 (0.17, 23.52) 0.592
Akkermansia Severity score 347 (0.56, 21.35) 0.18 3.90 (0.49, 30.76) 0.19 036 (0.02, 5.37) 0457
Akkermansia Total score .64 (0,12, 3.53) 0.611 1.50(0.30, 7.53) 0.622 428 (0.39, 46.98) 0.235
Anacrostipes Behaviour score (.44 (0,09, 2.28) 0.33 6.00 (0.54, 66.17) 0.142 0.38 (0.02, 6.35) 0497
Anaerostipes Drive scote 0.49 (0.09, 2.66) 0.408 3.43 (0.52, 22.80) 0.202 0.77 (0.06, 9.47) 0.835
Anaerostipes Severity score 118 (0.20, 6.93) 0856 6.29 (0.58, 68.42) 0.131 0.26 (0.01, 4.97) 037
Anaerostipes Total score 049 (0,09, 2.66) 0408 2.67 (049, 1446) 0.256 1.00 (0,09, 10.92) 1
Unelassified Christensenellaceae Behaviour score (.63 (0,13, 3.07) 0.562 2,50 (0,34, 18.33) 0.367 0.64 (0.05,7.52) 0.64
Unelassified Christensenellaceae Drive scote 038 (0.07, 2.03) 0256 0.88 (0.16, 4.87) 0.879 3.81(0.35,41.57) 0273
Unclassified Christensenellaceae Severity score 0,94 (0.16, 5.46) 0,943 1.88 (0.25, 14.08) 0.541 087 (0,06, 12.44) 0918
Unelassified Christensenellaceae Total score 0.38 (0.07, 2.03) 0256 0.88 (018, 4.34) 0.87 4,00 (0.39, 41.40) 0.245
Haemophilus Behaviour score 1.71 (0.34, 8.68) 0515 2.67(0.39, 18.17) 0316 0.69 (0.06, 7.59) 076
Haemophilus Drive score 049 (0,09, 2.66) 0408 3.43(0.52, 22.80) 0.202 077 (0,06, 9.47) 0.835
Haemophilus Severity score (.17 (0L02, 1.68) 0128 0.67 (0.09, 4.99) 0.693 16.71 (0.78,357.48)  0.072
Haemophilus Total score 0.49 (0.09, 2.66) 0.408 1.71 (0,34, 8.68) 0515 2,04 (0.20, 21.42) 0.552
Saccharomyces Behaviour score 0 (0, NA) 0.999 INF (0, NA) 0.999 1.29 (0, NA) 1
Saccharomyces Drive score .64 (0,05, B.62) 0.739 4.50(0.37, 54.16) 0.236 20.22 (0,44, 937.25) 0124
Saccharomyces Severity score (L83 (0.06, 11.28) 0.891 INF (0, NA) 1 040, NA) 1
Saccharomyces Total score 00, NA) 0.999 10.00(0.74, 135.33)  0.083 INF (0, NA) 0.999
Candida Behaviour score 0,09 (0,01, 1.03) 0.053 0.06 (0.00, 0.81) 0.034 T30 (0.29, 194.11) 0.225
Candida Drive score 171 (0.23, 12.89) 0.601 00, NA) 0.99% INF (0, NA) 0.999
Candida Severity score  4.20 (0.39, 47.63) 0236 0(0,NA) 1 INF (0, NA) 1
Candida Total score 0.89 (0.11, 7.02) 0911 0(0, NA) 0.999 INF (0, NA) 0.999
Mrakia Behaviour score 0,43 (0.06, 3.22) 041 00, NA) 0.99% 233 (0, NA) 1
Mrakia Drive score 0.58 (0.08, 4.39) 0.601 0(0, NA) 0.999 1.71 (0, NA) 1
Meakia Severity score 225 (031, 16.41) 0424 0(0, NA) 1 0.44 (0, NA) 1
Mrakia Total score 113 (0.14, B.88) 0811 0(0, NA) 0.99% 089 (0, NA) 1
Unclassified Basidiomycota Behaviour score 3.50 (0.47, 25.90) 022 0.20(0.02, 2.39) 0.203 013 (0,00, 4.65) 0264
Unelassified Basidiomyeota Drive scare 2,50 (0.34, 18.33) 0367 0.83 (0.08, 8.24) 0.876 040, NA) 0.998
Unelassified Basidiomycota Severity score  6.00 (0.54, 66.17) 0.143 0(0, NA) 1 INF (0, NA) 1
Unclassified Basidiomycota Total score 429 (0.39, 47.63) 0236 0.56 (0.09, §.08) 0.593 00, NA) 0.998
Unclassified Ascomycota Behaviour score .29 (0,04, 2.11) 0.22 0.50 (0,06, 4.09) 0.518 21.00(1.12,393.93)  0.042
Unelassified Ascomycota Drive scote 2.67(0.39, 18.17) 0316 2.67(0.25, 28.44) 0417 0.68 (0.04, 12.93) 0.794
Unclassified Ascomycota Severity score  4.00 (0,55, 29.17) 0171 0(0, NA) 1 INF (0, NA) 1
Unclassified Ascomycota Total score 080 (0L11, 6.10) 0.83 L60(0.17, 1527) 0.683 225 (0.11, 46.46) 0.6
Unelassified Agaricomycetes Behaviour score 1,17 (0,17, 8.09) 0876  0(0,NA) 0.999 0.86 (0.00, NA) 1
Unelassified Agaricomycetes Drive scote 0.58 (0.08, 4.39) 0.601 0(0, NA) 0.999 1.71 (0, NA) 1
Unclassified Agaricomycetes Severity score 0,23 (0,02, 2.59) 0236 0(0, NA) 1 429 (0, NA) 1
Unelassified A celes Total score 113 (014, 8.88) 0.911 0 (0, NA) 0.999 0.89 (0, NA) 1

INF: infinite value; NA: not available.



