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 Table S1 Clinical manifestations of the CVID patient cohort (n=28).
If a symptom applies to a patient, this is marked with the number 1, as opposed to 0, which means that the symptom was not detected. If one of the main categories lymphoproliferation, autoimmunity, enteropathy or granulomatous disease applies to a patient, he belongs to the group of patients with immune dysregulation. The data was extracted from the patients’ medical letters. 
The acronym GLILD stands for granulomatous lymphocytic interstitial lung disease. 
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Table S2.1 Clinical and laboratory data of the CVID patients 1-14.
Laboratory data is taken from the physician letters of the Center for Chronic Immunodeficiency. 
For serum immunoglobulins, the levels closest to the time of stool collection were considered (time interval of a mean of 3.2 years and a median of 1 year between serum and stool collection). 
The abbreviation "NA" stands for not assigned.










[image: ]








Table S2.2 Clinical and laboratory data of the CVID patients 15-28.
Laboratory data is taken from the physician letters of the Center for Chronic Immunodeficiency. For serum immunoglobulins, the levels closest to the time of stool collection were considered (time interval of a mean of 3.2 years and a median of 1 year between serum and stool collection).
The abbreviation "NA" stands for not assigned.
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Table S3.1 Differential abundant taxa in CVID compared to HD on the phylogenetic level of phylum.
Significantly increased and decreased phyla are listed (p-value < 0.05; Mann-Whitney U test). The phylogenetic lineage, the OTU number, the mean of the relative abundance, the standard deviation (SD), the p-value, the q-value (FDR analysis) and the fold change (CVID/HD), if calculable, are shown. NA stands for not calculable (division by 0).
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Table S3.2 Differential abundant taxa in CVID compared to HD on the phylogenetic level of class.
Significantly increased and decreased classes are listed (p-value < 0.05; Mann-Whitney U test). The phylogenetic lineage, the OTU number, the mean of the relative abundance, the standard deviation (SD), the p-value, the q-value (FDR analysis) and the fold change (CVID/HD), if calculable, are shown. NA stands for not calculable (division by 0).
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Table S3.3 Differential abundant taxa in CVID compared to HD on the phylogenetic level of order.
Significantly increased and decreased orders are listed (p-value < 0.05; Mann-Whitney U test). The phylogenetic lineage, the OTU number, the mean of the relative abundance, the standard deviation (SD), the p-value, the q-value (FDR analysis) and the fold change (CVID/HD), if calculable, are shown. NA stands for not calculable (division by 0).
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Table S3.4 Differential abundant taxa in CVID compared to HD on the phylogenetic level of family.
Significantly increased and decreased families are listed (p-value < 0.05; Mann-Whitney U test). The phylogenetic lineage, the OTU number, the mean of the relative abundance, the standard deviation (SD), the p-value, the q-value (FDR analysis) and the fold change (CVID/HD), if calculable, are shown. NA stands for not calculable (division by 0).
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Table S3.5 Differential abundant taxa in CVID compared to HD on the phylogenetic level of genus.
Significantly increased and decreased genera are listed (p-value < 0.05; Mann-Whitney U test). The phylogenetic lineage, the OTU number, the mean of the relative abundance, the standard deviation (SD), the p-value, the q-value (FDR analysis) and the fold change (CVID/HD), if calculable, are shown. NA stands for not calculable (division by 0).
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Table S3.6 Differential abundant taxa in CVID compared to HD on the phylogenetic level of species.
Significantly increased and decreased species are listed (p-value < 0.05; Mann-Whitney U test). The phylogenetic lineage, the OTU number, the mean of the relative abundance, the standard deviation (SD), the p-value, the q-value (FDR analysis) and the fold change (CVID/HD), if calculable, are shown. NA stands for not calculable (division by 0).







[image: ]








Table S4.1 Increased taxa in CVID patients with low fecal IgA level.
Significantly increased taxa in CVID patients with decreased fecal IgA level (below the first quartile of the HDs, n=18) compared to patients with normal IgA level (above the first quartile of the HDs, n=9) according to the Mann-Whitney U test. The phylogenetic level, the lineage, the OTU number, the means of the relative abundances, the standard deviations (SD), and the p-value (Mann-Whitney U test) are shown.
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Table S4.2 Decreased taxa in CVID patients with low fecal IgA level.
Significantly decreased taxa in CVID patients with decreased fecal IgA level (below the first quartile of the HDs, n=18) compared to patients with normal IgA level (above the first quartile of the HDs, n=9) according to the Mann-Whitney U test. The phylogenetic level, the lineage, the OTU number, the means of the relative abundances, the standard deviations (SD), and the p-value (Mann-Whitney U test) are shown.
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Table S5.1 Increased taxa in CVID patients with low fecal IgM level.
Significantly increased taxa in CVID patients with decreased fecal IgM level (below the first quartile of the HDs, n=8) compared to patients with normal IgM level (above the first quartile of the HDs, n=19) according to the Mann-Whitney U test. The phylogenetic level, the lineage, the OTU number, the means of the relative abundances, the standard deviations (SD), and the p-value (Mann-Whitney U test) are shown.
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Table S5.2 Decreased taxa in CVID patients with low fecal IgM level.
Significantly decreased taxa in CVID patients with decreased fecal IgM level (below the first quartile of the HDs, n=8) compared to patients with normal IgM level (above the first quartile of the HDs, n=19) according to the Mann-Whitney U test. The phylogenetic level, the lineage, the OTU number, the means of the relative abundances, the standard deviations (SD), and the p-value (Mann-Whitney U test) are shown.
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Table S6 Shared differentially abundant taxa among CVID patients with low fecal IgM or IgA level.
[bookmark: _GoBack]Intersection of significantly differentially abundant taxa in CVID patients with decreased fecal IgM or IgA level (below the first quartile of the HDs; IgA/M_low) compared to patients with normal IgM or IgA level (above the first quartile of the HDs, IgA/M_norm). The phylogenetic level, the lineage, the OTU number, the p-values for IgM and IgA (Mann-Whitney U test), and the cohort with the increase in the respective taxon are indicated. 
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Fig. S1 Correlation analysis between protein concentration and weight.
Scatter dot plot displays the protein concentration in µg/ml over the weight in gram for a total of 41 samples (25 samples from HDs and 16 CVID patients). The common best-fit line and the 95% confidence interval are depicted (slope 1.312 ± 0.6217, R2=0.1024, p= 0.0414).


[image: https://lh3.googleusercontent.com/UO6B6HCOHqNFUZ3YlGC5MFQJ_EHat37Z1as5ugonFwsWHOv3HsLjK8EOx-jIKpg_Cg4cyNBFa_H_adNRdLI7e9YjZ6mjjAc-te7VAjqMOgDC4oapuag4Oq4nDS3-4i4tFGb87gW9rj9B6iCVnKsd6PPO9Zwm_f7M_FU7Tc3NvZIgkMHT_Ikna2GYfDUAzw]Fig. S2 Comparison between the two experiments on fecal immunoglobulin levels. 
Box plots displaying 
(A) the concentration of IgA, IgM, and IgG in µg/ml in fecal supernatants,
(B) the concentration of protein in µg/ml in fecal supernatants,
[bookmark: _Hlk126740059](C) the concentration of IgA, IgM, and IgG in µg/ml per µg protein in fecal supernatants of stool samples from 34 HDs and 22 patients (Exp_01) and 7 HDs and 5 patients (Exp_02). 
The box of the box plots ranges from the 25th to 75th percentiles. The whiskers indicate the minimum and maximum values and the median is indicated by a black line within the box. Significant differences calculated with Mann–Whitney U test are highlighted by asterisks (*** p<0.0005, ** p<0.005, and * p<0.05).
Despite the use of the same standard solution, significantly higher concentrations were measured for HDs in the second experiment. The differences, i.e. the qualitative statement, remained, but the quantitative values of the two experiments, despite normalization for protein, differed. Therefore, fecal immunoglobulin levels were normalized for the median of HDs included in the respective experiments.



[image: ]Fig. S3 Shared clinical complications in the CVID patient group.
Venn diagram illustrates the total number of shared clinical complications lymphoproliferation (splenomegaly and/or lymphadenopathy), autoimmunity, enteropathy, and granulomatous disease within the patient group with immune dysregulation (n=22). Calculations were determined using the Venny program (by Juan Carlos Oliveros).
.


        [image: https://lh4.googleusercontent.com/HOpcJK-C5rS-4Gc8ksb4TcmuNC_bQIcSl03J0dr8FHTIYy19mgO9dtaTkidE9j8x35gNUT9jyetLj4TudSZX8TYPzALmTbqAR_Z4VLGBrrhbOMvqT1cZnLtFSqHQ8UPKqm1XHV9fB6UdnMHivZJNY-KtuacdvMov1T8bgQWe0r3y3lxqAZX8QNqo3j56Sw]Fig. S4 Diversity of gut microbiota and antibiotics intake within the last 6 months.
Box plots displaying the microbial diversity indices Fisher, Shannon, and Chao1 for CVID patients without an intake of antibiotics within the last 6 months (n=16) and patients with an intake of antibiotics within the last 6 months before stool sample collection (n=12).
The box of the box plots ranges from the 25th to 75th percentiles. The whiskers indicate the minimum and maximum values and the median is indicated by a black line within the box. Significant differences calculated with Mann-Whitney U test are highlighted by asterisks (*** p<0.0005, ** p<0.005, and * p<0.05).




[image: ]Fig. S5 Correlation of clinical manifestations with fecal immunoglobulin levels.
Box plots displaying the fold change of the indicated fecal immunoglobulin levels for specific subgroups of CVID patients: 
(A) patients with infections only (n=5) vs. complications (n=22)
(B) patients without enteropathy (n=21) vs. with enteropathy (n=6)
(C) patients without lymphoproliferation (n=12) vs. with lymphoproliferation (n=15)
(D) patients without autoimmune complications (n=17) vs. with autoimmune complications (n=11)
(E) patients without granulomatous disease (n=19) vs. with granulomatous disease (n=9). 
The box of the box plots ranges from the 25th to 75th percentiles. The whiskers indicate the minimum and maximum values and the median is indicated by a black line within the box. Significant differences calculated with Mann-Whitney U test are highlighted by asterisks (*** p<0.0005, ** p<0.005, and * p<0.05).




[image: ]Fig. S6 Distribution of fecal IgA and IgM within the study cohorts.
(A) Scatter dot plots displaying the fold changes in the fecal immunoglobulin A and M concentration normalized to the median of HDs for HDs (n=41) and CVID patients (n=27). The median is indicated by a black line. 
(B) Scatter plot displaying the fold change in IgM over the fold change in IgA for every sample of CVID patients (n=27, depicted in red) and HDs (n=41, depicted in grey). 
The common best-fit line for IgM and the 95% confidence interval are depicted in grey for HDs patients and in red for CVID patients (HD: slope 0.6567 ± 0.2982, R2=0.1106, p=0.0336; CVID patients: slope 2.713 ± 0.4344, R2= 0.6095, p< 0.0001). For visualization purposes, two data points from CVID patients are not displayed, as they are outside of the chosen axis limits.







[image: ]Fig. S7 Dysbiosis is more prevalent in CVID patients with complications.
Box plots displaying the CVID-specific dysbiosis indices for phylum, order, class, family,
genus, and species (from left to right). CVID patients with infections only (n=6)
are compared with patients with CVID-associated complications (n=22). The box of the box plots ranges from the 25th to 75th percentiles. The whiskers indicate the minimum and maximum values and the median is indicated by a black line within the box. Significant differences calculated with Mann-Whitney U test are highlighted by asterisks (*** p<0.0005, ** p<0.005, and * p<0.05).



image2.emf
patient  1 2 3 4 5 6 7 8 9 10 11 12 13 14

primary diagnosis CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID

age at stool collection 53 68 65 28 59 24 40 49 40 52 73 26 34 75

age at blood collection

53 67 (Ig), 70 64 (Ig), 69 28 59 23 (Ig), 25 40 47 (Ig), 51 43

34 (IgA, IgM), 

56

75

17 (IgA, IgM), 

26

35 69 (Ig), 79

Freiburg Ib II Ib Ia Ia NA Ia Ib NA Ib Ib II Ia Ia

EUROClass I B+ B+ B+ B+ B+ NA B+ B+ B+ B+ B+ NA NA B+

EUROClass II smB- smB+ smB- smB- smB+ NA smB- smB- smB+ smB- smB- NA NA smB-

EUROClass III TrNorm TrNorm TrHigh TrNorm TrNorm NA TrNorm NA NA TrNorm TrNorm NA NA TrNorm

EUROClass IV 21Low 21norm 21norm 21Low 21Low NA 21Low 21norm 21Low 21norm 21norm NA NA 21Low

dysgammaglobulinemia (serum)

IgA (g/l, 0,70 - 4,00) low (0.27) low (0.06) low (0.36) low (0.06) low (0.05) low (0.55) low (0.06) low (0.07) low (< 0,06) low (<0.06) low (<0.06) low (0.41) low (< 0,06) low (0.15)

IgM (g/l, 0,40 - 2,30) normal (0.45) low (0.18) low (0.3) low (0.17) low (0.25) normal (1.27) low (0.26) low (0.17) low (<0.17) low (0.28) low (0.21) low (0.38) low (< 0,17) normal (1.27)

IgG (g/l, 7-16)

normal (8.72) normal (8.27) normal (8.47) normal (7.32) normal (9.58) normal (11.9) normal (9.87) normal (8.65) normal (13.60) normal (8.19) normal (10) normal (8.16) normal (10.8) normal (7.8)

IgG replacement yes yes yes yes yes yes yes yes yes yes yes yes yes yes

Lymphozyten (/µl, 1000-2800) NA normal (1209) normal (1136) normal (2210) NA normal (1741) normal (1100) normal (2496) normal (2243) normal (1103) low (781) normal (1634) low (821) low (810)

CD3+ T-Zellen [/µl, 700 - 2100] NA normal (768) normal (789) normal (2002) NA normal (1292) NA normal (1763) normal (1793) normal (892) low (486) normal (1192) normal (748) NA

CD3+CD4+ T-Zellen [/µl, 300-1400] NA normal (319) normal (520) high (1464) NA normal (897) NA normal (1262) normal (887) normal (612) normal (389) normal (761) normal (625) NA

CD19+ B-Zellen [/µl, 100-500] NA low (91) low (65) normal (115) NA normal (257) NA normal (454) normal (408) normal (116) normal (126) normal (238) low (27) NA

CD45RA+ in CD3+CD4+ T-Zellen 

[%, 13-56]

NA NA NA NA NA NA NA NA normal (31.8) NA normal (23.7) NA NA NA


image3.emf
patient  15 16 17 18 19 20 21 22 23 24 25 26 27 28

primary diagnosis CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID CVID

age at stool collection 49 48 58 45 53 53 30 68 63 26 59 20 44 24

age at blood collection

38 (IgA, IgM), 

53

48 (Ig), 51 58 49

50 (IgA, IgM), 

57

51 (Ig), 54 NA 68 (Ig), 70 67

9 (IgA, IgM), 

29

61 20 44 24

Freiburg Ib II NA Ib II NA NA Ib Ia Ia NA II Ia NA

EUROClass I B+ B+ NA B+ B+ B+ NA B- B+ B+ B- B+ B+ NA

EUROClass II smB- smB+ NA smB- smB+ smB- NA NA smB+ smB- NA smB+ smB- NA

EUROClass III TrNorm TrNorm NA TrNorm TrNorm TrNorm NA NA TrNorm TrHigh NA TrNorm TrNorm NA

EUROClass IV 21norm 21Low NA 21norm 21Low 21Low NA NA NA 21Low NA 21norm 21Low NA

dysgammaglobulinemia (serum)

IgA (g/l, 0,70 - 4,00) low (0.22) low (0.26) low (0.43) low (<0.06) low (0.3) low (0.06) low (NA) normal (2,10) low (<0.06) low (0.3) low (<0.07) low (0.28) low (<0.07) low (0.27)

IgM (g/l, 0,40 - 2,30) low (0.17) low (0.17) low (0.28) low (0.29) low (0.05) normal (0.76) low (NA) low (0.05) low (<0.17) normal (1.31) low (<0.19) normal (0.68) low (<0.19) low (0.21)

IgG (g/l, 7-16) normal (7.37) low (2.97) low (3.4) normal (12.2) low (5.1) normal (10.6) normal (NA) low (5.3) normal (9.22) normal (10.5) normal (7.03) normal (8.8) low (4.49) low (4.24)

IgG replacement yes yes no yes yes (low-dose) yes yes no yes yes yes yes yes yes

Lymphozyten (/µl, 1000-2800) normal (1390) low (730) low (855) normal (1410) normal (1032) low (385) NA normal (1329) normal (1402) low (790) low (622) low (963) normal (1672)normal (2190)

CD3+ T-Zellen [/µl, 700 - 2100] NA low (621) normal (743) NA normal (954) low (286) NA normal (927) normal (1280) low (632) low (561) normal (803) normal (1281) NA

CD3+CD4+ T-Zellen [/µl, 300-1400] NA normal (354) low (258) normal (770) normal (509) low (243) NA normal (729) normal (759) normal (391) low (129) normal (484) normal (337) NA

CD19+ B-Zellen [/µl, 100-500] NA low (72) low (63) low (97) low (42) low (76) NA low (5) low (31) low (4) low (4) low (96) normal (112) NA

CD45RA+ in CD3+CD4+ T-Zellen 

[%, 13-56]

NA low (1.9) NA low (1.67) NA NA NA NA normal (13.3) NA normal (19.10) normal (44.6) low (5.8) NA


image4.emf
Phylum OTU mean CVID SD CVID mean HD SD HD p value q value

CVID-HD 

fold change

increased in

unclass_Bacteria OTU152 2.5213 3.7022 4.6272 3.9684 0.0122 0.0003 0.54 HD

Cyanobacteria OTU453 0.0045 0.0110 0.0027 0.0134 0.0122 0.0001 1.67 CVID

Proteobacteria OTU95 4.2185 6.8207 1.6198 1.3134 0.0270 0.0002 2.60 CVID
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Class phylogenetic lineage OTU mean CVID SD CVID mean HD SD HD p value q value

CVID-HD 

fold change increased in

unclass_Bacteroidetes Bacteroidetes.unclass_Bacteroidetes OTU361 0.0861 0.3517 0.3635 0.6943 0.0071 0.0022 0.24 HD

Chloroplast Cyanobacteria.Chloroplast OTU453 0.0045 0.0110 0.0027 0.0134 0.0122 0.0019 1.67 CVID

unclass_Firmicutes Firmicutes.unclass_Firmicutes OTU56 0.1812 0.2241 0.6721 0.8393 0.0020 0.0009 0.27 HD

Epsilonproteobacteria Proteobacteria.Epsilonproteobacteria OTU627 0.1142 0.2860 0.0005 0.0020 0.0115 0.0026 229.64 CVID

Gammaproteobacteria Proteobacteria.Gammaproteobacteria OTU95 2.6626 6.7204 0.2080 0.5608 0.0003 0.0003 12.80 CVID

unclass_Bacteria unclass_Bacteria.unclass_Bacteria OTU152 2.5278 3.7154 4.6476 3.9964 0.0122 0.0022 0.54 HD
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Order

phylogenetic lineage OTU mean CVID SD CVID mean HD SD HD p value q value

CVID-HD 

fold change

increased in

Eggerthellales Actinobacteria.Coriobacteriia.Eggerthellales OTU106 0.2805 0.4599 0.5038 0.5867 0.0486 0.0483 0.56 HD

unclass_Bacteroidetes Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes OTU361 0.0861 0.3517 0.3635 0.6943 0.0071 0.0194 0.24 HD

unclass_Chloroplast Cyanobacteria/Chloroplast.Chloroplast.unclass_Chloroplast OTU453 0.0045 0.0110 0.0027 0.0134 0.0122 0.0167 1.67 CVID

Bacillales Firmicutes.Bacilli.Bacillales OTU241 0.0227 0.0865 0.0012 0.0022 0.0013 0.0071 18.33 CVID

unclass_Firmicutes Firmicutes.unclass_Firmicutes.unclass_Firmicutes OTU56 0.1812 0.2241 0.6721 0.8393 0.0020 0.0073 0.27 HD

Caulobacterales Proteobacteria.Alphaproteobacteria.Caulobacterales OTU827 0.0001 0.0002 0.0000 0.0000 0.0328 0.0359 NA CVID

Neisseriales Proteobacteria.Betaproteobacteria.Neisseriales OTU526 0.0050 0.0139 0.0000 0.0001 0.0084 0.0184 296.30 CVID

Campylobacterales Proteobacteria.Epsilonproteobacteria.Campylobacterales OTU627 0.1142 0.2860 0.0005 0.0020 0.0115 0.0210 229.64 CVID

Enterobacterales Proteobacteria.Gammaproteobacteria.Enterobacterales OTU41 1.3254 2.2344 0.1639 0.5398 0.0006 0.0066 8.09 CVID

Pasteurellales Proteobacteria.Gammaproteobacteria.Pasteurellales OTU95 1.3327 6.3577 0.0172 0.0369 0.0147 0.0179 77.41 CVID

unclass_Bacteria unclass_Bacteria.unclass_Bacteria.unclass_Bacteria OTU152 2.5278 3.7154 4.6476 3.9964 0.0122 0.0191 0.54 HD
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Family phylogenetic lineage OTU mean CVID SD CVID mean HD SD HD p value q value

CVID-HD 

fold change

increased in

Eggerthellaceae

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae OTU106 0.2805 0.4599 0.5038 0.5867 0.0486 0.0462 0.56 HD

Prevotellaceae

Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae OTU201 3.5831 9.0410 7.5936 12.1301 0.0086 0.0259 0.47 HD

unclass_Bacteroidetes

Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes OTU361 0.0861 0.3517 0.3635 0.6943 0.0071 0.0321 0.24 HD

Clostridiales Family XIII. Incertae Sedis

Clostridiales_Family_XIII._Incertae_Sedis OTU125 0.0726 0.0709 0.1386 0.1767 0.0210 0.0271 0.52 HD

Chloroplast

Cyanobacteria/Chloroplast.Chloroplast.unclass_Chloroplast.Chloroplast OTU453 0.0045 0.0110 0.0027 0.0134 0.0122 0.0220 1.67 CVID

unclass_Bacillales

Firmicutes.Bacilli.Bacillales.unclass_Bacillales OTU241 0.0221 0.0866 0.0012 0.0022 0.0119 0.0269 18.77 CVID

Catabacteriaceae

Firmicutes.Clostridia.Clostridiales.Catabacteriaceae OTU151 0.0020 0.0042 0.0070 0.0107 0.0355 0.0356 0.28 HD

Christensenellaceae

Firmicutes.Clostridia.Clostridiales.Christensenellaceae OTU96 0.1980 0.5296 0.3693 0.7337 0.0146 0.0240 0.54 HD

Oscillospiraceae

Firmicutes.Clostridia.Clostridiales.Oscillospiraceae OTU43 1.9901 1.6572 2.6558 1.5293 0.0238 0.0287 0.75 HD

Peptococcaceae

Firmicutes.Clostridia.Clostridiales.Peptococcaceae OTU435 0.0015 0.0074 0.0233 0.0530 0.0020 0.0120 0.07 HD

unclass_Clostridiales

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales OTU69 1.4602 1.1265 2.0575 1.2594 0.0204 0.0284 0.71 HD

unclass_Firmicutes

Firmicutes.unclass_Firmicutes.unclass_Firmicutes.unclass_Firmicutes OTU56 0.1812 0.2241 0.6721 0.8393 0.0020 0.0181 0.27 HD

Caulobacteraceae

Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae OTU827 0.0001 0.0002 0.0000 0.0000 0.0328 0.0349 NA CVID

Oxalobacteraceae

Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae OTU519 0.0011 0.0030 0.0113 0.0230 0.0259 0.0293 0.09 HD

Neisseriaceae

Proteobacteria.Betaproteobacteria.Neisseriales.Neisseriaceae OTU526 0.0050 0.0139 0.0000 0.0001 0.0084 0.0304 296.30 CVID

Campylobacteraceae

Proteobacteria.Epsilonproteobacteria.Campylobacterales.Campylobacteraceae OTU616 0.0635 0.2189 0.0004 0.0019 0.0094 0.0243 148.67 CVID

Enterobacteriaceae

Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae OTU41 0.9523 1.6101 0.1590 0.5388 0.0008 0.0145 5.99 CVID

Pasteurellaceae

Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae OTU95 1.3327 6.3577 0.0172 0.0369 0.0147 0.0221 77.41 CVID

unclass_Bacteria

unclass_Bacteria.unclass_Bacteria.unclass_Bacteria.unclass_Bacteria OTU152 2.5278 3.7154 4.6476 3.9964 0.0122 0.0245 0.54 HD
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Genus phylogenetic lineage OTU mean CVID SD CVID mean HD SD HD p value q value

CVID-HD 

fold change increased in

Mobiluncus

Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae.Mobiluncus OTU708 0.0001 0.0004 0.0000 0.0000 0.0328 0.0886 NA CVID

Senegalimassilia

Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Senegalimassilia OTU190 0.0649 0.2332 0.0573 0.1123 0.0428 0.0972 1.13 CVID

Eggerthella

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Eggerthella OTU97 0.0264 0.0446 0.0213 0.0768 0.0322 0.0946 1.24 CVID

Gordonibacter

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Gordonibacter OTU179 0.0108 0.0134 0.0125 0.0397 0.0300 0.0967 0.87 HD

Slackia

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Slackia OTU146 0.0154 0.0554 0.0447 0.0676 0.0073 0.0561 0.35 HD

unclass_Eggerthellaceae

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.unclass_Eggerthellaceae OTU106 0.1044 0.2922 0.2520 0.4804 0.0395 0.0939 0.41 HD

Alloprevotella

Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Alloprevotella OTU593 0.3785 1.9629 0.0123 0.0787 0.0280 0.0964 30.80 CVID

Prevotella

Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Prevotella OTU201 3.0391 8.3227 7.0907 11.9968 0.0120 0.0666 0.43 HD

unclass_Bacteroidetes

Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes OTU361 0.0861 0.3517 0.3635 0.6943 0.0071 0.0591 0.24 HD

Streptophyta

Cyanobacteria/Chloroplast.Chloroplast.unclass_Chloroplast.Chloroplast.Streptophyta OTU453 0.0045 0.0110 0.0027 0.0134 0.0122 0.0609 1.67 CVID

Gemella

Firmicutes.Bacilli.Bacillales.unclass_Bacillales.Gemella OTU241 0.0221 0.0866 0.0012 0.0022 0.0119 0.0699 18.77 CVID

Catabacter

Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter OTU151 0.0020 0.0042 0.0070 0.0107 0.0355 0.0909 0.28 HD

Christensenella

Firmicutes.Clostridia.Clostridiales.Christensenellaceae.Christensenella OTU96 0.1980 0.5296 0.3693 0.7337 0.0146 0.0634 0.54 HD

Lutispora

Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Lutispora OTU403 0.0188 0.0546 0.0177 0.0204 0.0440 0.0977 1.07 CVID

Anaerovorax

Firmicutes.Clostridia.Clostridiales.Clostridiales Family XIII. Incertae Sedis.Anaerovorax OTU285 0.0006 0.0031 0.0149 0.0347 0.0215 0.0826 0.04 HD

Ihubacter

Firmicutes.Clostridia.Clostridiales.Clostridiales Family XIII. Incertae Sedis.Ihubacter OTU223 0.0053 0.0065 0.0144 0.0165 0.0054 0.0674 0.37 HD

Anaerofustis

Firmicutes.Clostridia.Clostridiales.Eubacteriaceae.Anaerofustis OTU568 0.0006 0.0012 0.0001 0.0003 0.0308 0.0961 7.89 CVID

Faecalimonas

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Faecalimonas OTU439 0.0146 0.0390 0.0213 0.0697 0.0462 0.1003 0.69 HD

Kineothrix

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Kineothrix OTU23 2.4526 2.3397 1.2657 0.9963 0.0016 0.0400 1.94 CVID

Sellimonas

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Sellimonas OTU213 0.0089 0.0158 0.0058 0.0201 0.0056 0.0622 1.54 CVID

Oscillibacter

Firmicutes.Clostridia.Clostridiales.Oscillospiraceae.Oscillibacter OTU43 1.9901 1.6572 2.6558 1.5293 0.0238 0.0881 0.75 HD

Peptococcus

Firmicutes.Clostridia.Clostridiales.Peptococcaceae.Peptococcus OTU435 0.0015 0.0074 0.0233 0.0530 0.0020 0.0333 0.07 HD

Acetanaerobacterium

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Acetanaerobacterium OTU141 0.0288 0.1134 0.1335 0.2350 0.0078 0.0557 0.22 HD

Anaerofilum

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum OTU148 0.0033 0.0057 0.0083 0.0118 0.0383 0.0933 0.39 HD
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Caproiciproducens

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Caproiciproducens OTU561 0.0057 0.0271 0.0269 0.1319 0.0371 0.0927 0.21 HD

Ethanoligenens

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ethanoligenens OTU144 0.0075 0.0153 0.0803 0.1576 0.0139 0.0631 0.09 HD

Faecalibacterium

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Faecalibacterium OTU2 7.6769 4.4761 5.5597 3.3022 0.0324 0.0925 1.38 CVID

Harryflintia

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia OTU326 0.0311 0.0581 0.0547 0.0428 0.0014 0.0466 0.57 HD

unclass_Ruminococcaceae

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.unclass_Ruminococcaceae OTU55 0.4190 0.4300 0.7665 0.6706 0.0030 0.0428 0.55 HD

Colidextribacter

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Colidextribacter OTU107 0.0366 0.0669 0.0625 0.0850 0.0409 0.0950 0.58 HD

Flavonifractor

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Flavonifractor OTU51 0.1173 0.1271 0.0866 0.2012 0.0057 0.0569 1.36 CVID

Intestinimonas

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Intestinimonas OTU264 0.0398 0.0558 0.1716 0.2204 0.0001 0.0100 0.23 HD

Massiliomicrobiota

Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Massiliomicrobiota OTU211 0.0257 0.0916 0.0031 0.0059 0.0210 0.0839 8.24 CVID

Traorella

Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Traorella OTU577 0.0000 0.0000 0.0055 0.0219 0.0060 0.0545 0.00 HD

Propionispira

Firmicutes.Negativicutes.Selenomonadales.Selenomonadaceae.Propionispira OTU649 0.0052 0.0233 0.0000 0.0000 0.0328 0.0910 NA CVID

Allisonella

Firmicutes.Negativicutes.Veillonellales.Veillonellaceae.Allisonella OTU420 0.0052 0.0270 0.0130 0.0282 0.0317 0.0960 0.40 HD

unclass_Firmicutes

Firmicutes.unclass_Firmicutes.unclass_Firmicutes.unclass_Firmicutes.unclass_Firmicutes OTU56 0.1812 0.2241 0.6721 0.8393 0.0020 0.0400 0.27 HD

Brevundimonas

Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Brevundimonas OTU827 0.0001 0.0002 0.0000 0.0000 0.0328 0.0862 NA CVID

Oxalobacter

Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae.Oxalobacter OTU519 0.0011 0.0030 0.0113 0.0230 0.0259 0.0924 0.09 HD

Neisseria

Proteobacteria.Betaproteobacteria.Neisseriales.Neisseriaceae.Neisseria OTU526 0.0050 0.0139 0.0000 0.0001 0.0084 0.0559 296.30 CVID

Campylobacter

Proteobacteria.Epsilonproteobacteria.Campylobacterales.Campylobacteraceae.Campylobacter OTU616 0.0635 0.2189 0.0004 0.0019 0.0094 0.0587 148.67 CVID

Enterobacter

Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Enterobacter OTU444 0.1144 0.4514 0.0133 0.0606 0.0296 0.0986 8.62 CVID

Escherichia

Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia OTU41 0.8379 1.5288 0.1458 0.5357 0.0007 0.0350 5.75 CVID

Aggregatibacter

Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Aggregatibacter OTU606 0.0017 0.0060 0.0000 0.0000 0.0128 0.0609 NA CVID

Haemophilus

Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Haemophilus OTU95 1.3310 6.3521 0.0172 0.0369 0.0147 0.0612 77.31 CVID

unclass_Bacteria

unclass_Bacteria.unclass_Bacteria.unclass_Bacteria.unclass_Bacteria.unclass_Bacteria OTU152 2.5278 3.7154 4.6476 3.9964 0.0122 0.0641 0.54 HD
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Mobiluncus curtisii

Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae.Mobiluncus.Mobiluncus curtisii OTU708 0.0001 0.0004 0.0000 0.0000 0.0328 0.1157 NA CVID

Senegalimassilia anaerobia

Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Senegalimassilia.Senegalimassilia anaerobia OTU190 0.0649 0.2332 0.0573 0.1123 0.0428 0.1270 1.13 CVID

Eggerthella lenta

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Eggerthella.Eggerthella lenta OTU97 0.0264 0.0446 0.0213 0.0768 0.0322 0.1254 1.24 CVID

Slackia isoflavoniconvertens

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Slackia.Slackia isoflavoniconvertens OTU146 0.0154 0.0554 0.0447 0.0676 0.0073 0.0620 0.35 HD

unclass_Eggerthellaceae

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.unclass_Eggerthellaceae.unclass_Eggerthellaceae OTU106 0.1044 0.2922 0.2520 0.4804 0.0395 0.1251 0.41 HD

Bacteroides fragilis

Bacteroidetes.Bacteroidia.Bacteroidales.Bacteroidaceae.Bacteroides.Bacteroides fragilis OTU93 1.1770 3.2337 0.2094 0.6229 0.0048 0.0690 5.62 CVID

Bacteroides vulgatus

Bacteroidetes.Bacteroidia.Bacteroidales.Bacteroidaceae.Bacteroides.Bacteroides vulgatus OTU18 11.4970 7.6215 7.9695 7.2304 0.0398 0.1240 1.44 CVID

unclass_Butyricimonas

Bacteroidetes.Bacteroidia.Bacteroidales.Odoribacteraceae.Butyricimonas.unclass_Butyricimonas OTU663 0.0048 0.0178 0.0000 0.0000 0.0328 0.1179 NA CVID

Alloprevotella rava

Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Alloprevotella.Alloprevotella rava OTU593 0.3785 1.9629 0.0123 0.0787 0.0280 0.1217 30.80 CVID

Prevotella copri

Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Prevotella.Prevotella copri OTU201 2.4705 7.9234 5.5165 9.7935 0.0257 0.1172 0.45 HD

unclass_Prevotella

Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Prevotella.unclass_Prevotella OTU531 0.0006 0.0021 0.2982 0.8539 0.0497 0.1386 0.00 HD

Alistipes indistinctus

Bacteroidetes.Bacteroidia.Bacteroidales.Rikenellaceae.Alistipes.Alistipes indistinctus OTU123 0.0100 0.0286 0.0583 0.0980 0.0005 0.0312 0.17 HD

unclass_Bacteroidetes

Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes.unclass_Bacteroidetes OTU361 0.0861 0.3517 0.3635 0.6943 0.0071 0.0632 0.24 HD

unclass_Streptophyta

Cyanobacteria/Chloroplast.Chloroplast.unclass_Chloroplast.Chloroplast.Streptophyta.unclass_Streptophyta OTU453 0.0045 0.0110 0.0027 0.0134 0.0122 0.0713 1.67 CVID

Gemella sanguinis

Firmicutes.Bacilli.Bacillales.unclass_Bacillales.Gemella.Gemella sanguinis OTU241 0.0221 0.0866 0.0012 0.0022 0.0119 0.0741 18.77 CVID

unclass_Streptococcus

Firmicutes.Bacilli.Lactobacillales.Streptococcaceae.Streptococcus.unclass_Streptococcus OTU65 0.3802 1.2968 0.0448 0.0830 0.0066 0.0649 8.49 CVID

Catabacter hongkongensis

Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter.Catabacter hongkongensis OTU151 0.0020 0.0042 0.0070 0.0107 0.0355 0.1206 0.28 HD

Christensenella massiliensis

Firmicutes.Clostridia.Clostridiales.Christensenellaceae.Christensenella.Christensenella massiliensis OTU96 0.1730 0.5223 0.3019 0.6622 0.0068 0.0635 0.57 HD

unclass_Christensenella

Firmicutes.Clostridia.Clostridiales.Christensenellaceae.Christensenella.unclass_Christensenella OTU254 0.0039 0.0084 0.0111 0.0144 0.0087 0.0581 0.35 HD

Clostridium perfringens

Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Clostridium.Clostridium perfringens OTU360 0.0318 0.1481 0.0021 0.0088 0.0466 0.1320 15.04 CVID

Lutispora thermophila

Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Lutispora.Lutispora thermophila OTU403 0.0188 0.0546 0.0177 0.0204 0.0440 0.1285 1.07 CVID

Anaerovorax odorimutans

Firmicutes.Clostridia.Clostridiales.Clostridiales Family XIII. Incertae Sedis.Anaerovorax.Anaerovorax odorimutans OTU285 0.0006 0.0031 0.0149 0.0347 0.0215 0.1005 0.04 HD

Ihubacter massiliensis

Firmicutes.Clostridia.Clostridiales.Clostridiales Family XIII. Incertae Sedis.Ihubacter.Ihubacter massiliensis OTU223 0.0053 0.0065 0.0144 0.0165 0.0054 0.0721 0.37 HD

Anaerofustis stercorihominis

Firmicutes.Clostridia.Clostridiales.Eubacteriaceae.Anaerofustis.Anaerofustis stercorihominis OTU568 0.0006 0.0012 0.0001 0.0003 0.0308 0.1251 7.89 CVID

Ruminococcus gnavus

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Blautia.Ruminococcus gnavus OTU664 0.2930 0.7502 0.2466 0.7054 0.0087 0.0602 1.19 CVID

Coprococcus catus

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Coprococcus.Coprococcus catus OTU39 0.0964 0.1940 0.2187 0.2374 0.0008 0.0299 0.44 HD

Coprococcus eutactus

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Coprococcus.Coprococcus eutactus OTU169 0.2331 0.4462 0.9553 1.4124 0.0286 0.1215 0.24 HD

Faecalimonas umbilicata

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Faecalimonas.Faecalimonas umbilicata OTU439 0.0146 0.0390 0.0213 0.0697 0.0462 0.1329 0.69 HD

Kineothrix alysoides

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Kineothrix.Kineothrix alysoides OTU23 2.4526 2.3397 1.2657 0.9963 0.0016 0.0427 1.94 CVID

Clostridium polysaccharolyticum

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnoclostridium.Clostridium polysaccharolyticum OTU92 0.0056 0.0099 0.0142 0.0195 0.0062 0.0644 0.39 HD

Clostridium scindens

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnoclostridium.Clostridium scindens OTU186 0.0061 0.0108 0.0018 0.0054 0.0326 0.1219 3.46 CVID

Clostridium symbiosum

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnoclostridium.Clostridium symbiosum OTU192 0.0344 0.0691 0.0156 0.0848 0.0017 0.0397 2.21 CVID
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Sellimonas intestinalis

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Sellimonas.Sellimonas intestinalis OTU213 0.0089 0.0158 0.0058 0.0201 0.0056 0.0698 1.54 CVID

Oscillibacter ruminantium

Firmicutes.Clostridia.Clostridiales.Oscillospiraceae.Oscillibacter.Oscillibacter ruminantium OTU43 1.2262 0.9283 1.7776 1.0991 0.0191 0.0939 0.69 HD

unclass_Oscillibacter

Firmicutes.Clostridia.Clostridiales.Oscillospiraceae.Oscillibacter.unclass_Oscillibacter OTU44 0.5248 1.1642 0.5665 0.5939 0.0369 0.1232 0.93 HD

Peptococcus niger

Firmicutes.Clostridia.Clostridiales.Peptococcaceae.Peptococcus.Peptococcus niger OTU435 0.0015 0.0074 0.0233 0.0530 0.0020 0.0340 0.07 HD

Acetanaerobacterium elongatum

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Acetanaerobacterium.Acetanaerobacterium elongatum OTU141 0.0288 0.1134 0.1335 0.2350 0.0078 0.0634 0.22 HD

Anaerofilum agile

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum.Anaerofilum agile OTU148 0.0032 0.0056 0.0079 0.0111 0.0371 0.1196 0.41 HD

Anaerotruncus colihominis

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerotruncus.Anaerotruncus colihominis OTU102 0.0230 0.0352 0.0133 0.0479 0.0079 0.0615 1.72 CVID

Caproiciproducens galactitolivorans

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Caproiciproducens.Caproiciproducens galactitolivorans OTU561 0.0057 0.0271 0.0269 0.1319 0.0371 0.1217 0.21 HD

Ethanoligenens harbinense

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ethanoligenens.Ethanoligenens harbinense OTU144 0.0075 0.0153 0.0803 0.1576 0.0139 0.0702 0.09 HD

Faecalibacterium prausnitzii

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Faecalibacterium.Faecalibacterium prausnitzii OTU2 7.6769 4.4761 5.5597 3.3022 0.0324 0.1236 1.38 CVID

Harryflintia acetispora

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia.Harryflintia acetispora OTU326 0.0311 0.0581 0.0547 0.0428 0.0014 0.0436 0.57 HD

Clostridium clariflavum

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ruminiclostridium.Clostridium clariflavum OTU805 0.0005 0.0015 0.0182 0.0488 0.0001 0.0093 0.03 HD

unclass_Ruminiclostridium

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ruminiclostridium.unclass_Ruminiclostridium OTU124 0.0409 0.0651 0.1304 0.2065 0.0398 0.1220 0.31 HD

unclass_Ruminococcus

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ruminococcus.unclass_Ruminococcus OTU328 0.0000 0.0000 0.4066 1.3971 0.0097 0.0625 0.00 HD

unclass_Ruminococcaceae

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.unclass_Ruminococcaceae.unclass_Ruminococcaceae OTU55 0.4190 0.4300 0.7665 0.6706 0.0030 0.0467 0.55 HD

Colidextribacter massiliensis

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Colidextribacter.Colidextribacter massiliensis OTU107 0.0366 0.0669 0.0625 0.0850 0.0409 0.1233 0.58 HD

Flavonifractor plautii

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Flavonifractor.Flavonifractor plautii OTU51 0.1173 0.1271 0.0866 0.2012 0.0057 0.0666 1.36 CVID

Intestinimonas butyriciproducens

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Intestinimonas.Intestinimonas butyriciproducens OTU264 0.0398 0.0558 0.1716 0.2204 0.0001 0.0187 0.23 HD

Massiliomicrobiota timonensis

Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Massiliomicrobiota.Massiliomicrobiota timonensis OTU211 0.0257 0.0916 0.0031 0.0059 0.0210 0.1006 8.24 CVID

Traorella massiliensis

Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Traorella.Traorella massiliensis OTU577 0.0000 0.0000 0.0055 0.0219 0.0060 0.0660 0.00 HD

unclass_Propionispira

Firmicutes.Negativicutes.Selenomonadales.Selenomonadaceae.Propionispira.unclass_Propionispira OTU649 0.0052 0.0233 0.0000 0.0000 0.0328 0.1202 NA CVID

Allisonella histaminiformans

Firmicutes.Negativicutes.Veillonellales.Veillonellaceae.Allisonella.Allisonella histaminiformans OTU420 0.0052 0.0270 0.0130 0.0282 0.0317 0.1261 0.40 HD

Veillonella atypica

Firmicutes.Negativicutes.Veillonellales.Veillonellaceae.Veillonella.Veillonella atypica OTU562 0.0424 0.1022 0.0040 0.0082 0.0019 0.0395 10.74 CVID

unclass_Firmicutes

Firmicutes.unclass_Firmicutes.unclass_Firmicutes.unclass_Firmicutes.unclass_Firmicutes.unclass_Firmicutes OTU56 0.1812 0.2241 0.6721 0.8393 0.0020 0.0374 0.27 HD

Brevundimonas vesicularis

Proteobacteria.Alphaproteobacteria.Caulobacterales.Caulobacteraceae.Brevundimonas.Brevundimonas vesicularis OTU827 0.0001 0.0002 0.0000 0.0000 0.0328 0.1135 NA CVID

unclass_Oxalobacter

Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae.Oxalobacter.unclass_Oxalobacter OTU519 0.0011 0.0030 0.0113 0.0230 0.0259 0.1153 0.09 HD

Neisseria perflava

Proteobacteria.Betaproteobacteria.Neisseriales.Neisseriaceae.Neisseria.Neisseria perflava OTU526 0.0050 0.0139 0.0000 0.0001 0.0084 0.0628 296.30 CVID

Campylobacter concisus

Proteobacteria.Epsilonproteobacteria.Campylobacterales.Campylobacteraceae.Campylobacter.Campylobacter concisus OTU462 0.0023 0.0057 0.0000 0.0000 0.0084 0.0604 406.41 CVID

Campylobacter jejuni

Proteobacteria.Epsilonproteobacteria.Campylobacterales.Campylobacteraceae.Campylobacter.Campylobacter jejuni OTU616 0.0577 0.2049 0.0000 0.0000 0.0128 0.0725 NA CVID

Enterobacter tabaci

Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Enterobacter.Enterobacter tabaci OTU444 0.1144 0.4514 0.0133 0.0606 0.0296 0.1229 8.62 CVID

unclass_Escherichia

Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia.unclass_Escherichia OTU41 0.8379 1.5288 0.1458 0.5357 0.0007 0.0327 5.75 CVID

Aggregatibacter aphrophilus

Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Aggregatibacter.Aggregatibacter aphrophilus OTU606 0.0017 0.0060 0.0000 0.0000 0.0128 0.0684 NA CVID

Haemophilus massiliensis

Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Haemophilus.Haemophilus massiliensis OTU680 0.0064 0.0286 0.0000 0.0000 0.0128 0.0704 NA CVID

Haemophilus parainfluenzae

Proteobacteria.Gammaproteobacteria.Pasteurellales.Pasteurellaceae.Haemophilus.Haemophilus parainfluenzae OTU95 1.3087 6.2533 0.0162 0.0348 0.0137 0.0711 80.93 CVID

unclass_Bacteria

unclass_Bacteria.unclass_Bacteria.unclass_Bacteria.unclass_Bacteria.unclass_Bacteria.unclass_Bacteria OTU152 2.5278 3.7154 4.6476 3.9964 0.0122 0.0736 0.54 HD
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Gammaproteobacteria

Proteobacteria.Gammaproteobacteria OTU95 0.0022 0.0028 0.0401 0.0830 0.0193

Order

phylogenetic lineage OTU IgA mean normal SD normal IgA mean low SD low p value

Enterobacterales Proteobacteria.Gammaproteobacteria.Enterobacterales

OTU41 0.0010 0.0018 0.0200 0.0262 0.0026

Family

phylogenetic lineage OTU

IgA mean normal SD normal IgA mean low SD low p value

Enterobacteriaceae Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae

OTU41 0.0010 0.0018 0.0142 0.0190 0.0031

Christensenellaceae Firmicutes.Clostridia.Clostridiales.Christensenellaceae

OTU96 0.0016 0.0021 0.0023 0.0066 0.0470

Genus phylogenetic lineage

OTU

IgA mean normal SD normal IgA mean low SD low p value

Escherichia Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia

OTU41 0.0010 0.0018 0.0124 0.0183 0.0063

Enterobacter Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Enterobacter

OTU444 0.0000 0.0001 0.0018 0.0057 0.0408

Christensenella Firmicutes.Clostridia.Clostridiales.Christensenellaceae.Christensenella

OTU96 0.0016 0.0021 0.0023 0.0066 0.0470

Species phylogenetic lineage

OTU

IgA mean normal SD normal IgA mean low SD low p value

unclass_Escherichia Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia.unclass_Escherichia

OTU41 0.0010 0.0018 0.0124 0.0183 0.0063

Enterobacter tabaci Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Enterobacter.Enterobacter tabaci

OTU444 0.0000 0.0001 0.0018 0.0057 0.0408

Christensenella massiliensis Firmicutes.Clostridia.Clostridiales.Christensenellaceae.Christensenella.Christensenella massiliensis

OTU96 0.0012 0.0018 0.0021 0.0066 0.0411
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Phylum phylogenetic lineage OTU IgA mean normal SD normal IgA mean low SD low p value

Lentisphaerae Lentisphaerae

OTU161 0.0012 0.0021 0.0000 0.0000 0.0020

Euryarchaeota Euryarchaeota

OTU150 0.0005 0.0009 0.0000 0.0000 0.0034

Class phylogenetic lineage OTU IgA mean normal SD normal IgA mean low SD low p value

Lentisphaeria

Lentisphaerae.Lentisphaeria OTU161 0.0012 0.0021 0.0000 0.0000 0.0020

Methanobacteria

Euryarchaeota.Methanobacteria OTU150 0.0005 0.0009 0.0000 0.0000 0.0034

unclass Verrucomicrobia

Verrucomicrobia.unclass Verrucomicrobia OTU351 0.0001 0.0002 0.0000 0.0000 0.0125

Order

phylogenetic lineage OTU IgA mean normal SD normal IgA mean low SD low p value

Victivallales Lentisphaerae.Lentisphaeria.Victivallales

OTU161 0.0012 0.0021 0.0000 0.0000 0.0020

Methanobacteriales Euryarchaeota.Methanobacteria.Methanobacteriales

OTU150 0.0005 0.0009 0.0000 0.0000 0.0034

unclass_Verrucomicrobia Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia

OTU351 0.0001 0.0002 0.0000 0.0000 0.0125

unclass_Tissierellia Firmicutes.Tissierellia.unclass_Tissierellia

OTU506 0.0000 0.0000 0.0000 0.0000 0.0475

Family

phylogenetic lineage OTU

IgA mean normal SD normal IgA mean low SD low p value

Porphyromonadaceae Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae

OTU695 0.0000 0.0001 0.0000 0.0000 0.0125

Methanobacteriaceae Euryarchaeota.Methanobacteria.Methanobacteriales.Methanobacteriaceae

OTU150 0.0005 0.0009 0.0000 0.0000 0.0034

Catabacteriaceae Firmicutes.Clostridia.Clostridiales.Catabacteriaceae

OTU151 0.0001 0.0001 0.0000 0.0000 0.0007

Peptococcaceae Firmicutes.Clostridia.Clostridiales.Peptococcaceae

OTU435 0.0000 0.0001 0.0000 0.0000 0.0475

Gracilibacteraceae Firmicutes.Clostridia.Clostridiales.Gracilibacteraceae

OTU397 0.0001 0.0002 0.0000 0.0000 0.0475

unclass_Tissierellia Firmicutes.Tissierellia.unclass_Tissierellia.unclass_Tissierellia

OTU506 0.0000 0.0000 0.0000 0.0000 0.0475

Clostridiales Family XIII. Incertae Sedis Firmicutes.Clostridia.Clostridiales.Clostridiales Family XIII. Incertae Sedis

OTU125 0.0012 0.0009 0.0005 0.0005 0.0419

Defluviitaleaceae Firmicutes.Clostridia.Clostridiales.Defluviitaleaceae

OTU120 0.0006 0.0008 0.0002 0.0003 0.0408

Victivallaceae Lentisphaerae.Lentisphaeria.Victivallales.Victivallaceae

OTU161 0.0012 0.0021 0.0000 0.0000 0.0020

Oxalobacteraceae Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae

OTU519 0.0000 0.0000 0.0000 0.0000 0.0125

unclass_Verrucomicrobia Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia

OTU351 0.0001 0.0002 0.0000 0.0000 0.0125
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Genus phylogenetic lineage

OTU

IgA mean normal SD normal IgA mean low SD low p value

Mobiluncus Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae.Mobiluncus

OTU708 0.0000 0.0000 0.0000 0.0000 0.0125

Raoultibacter

Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Raoultibacter OTU321 0.0007 0.0008 0.0003 0.0006 0.0431

Coprobacter

Bacteroidetes.Bacteroidia.Bacteroidales.Barnesiellaceae.Coprobacter OTU180 0.0016 0.0016 0.0006 0.0014 0.0081

Butyricimonas

Bacteroidetes.Bacteroidia.Bacteroidales.Odoribacteraceae.Butyricimonas OTU228 0.0024 0.0031 0.0008 0.0013 0.0305

Gabonibacter Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae.Gabonibacter

OTU695 0.0000 0.0001 0.0000 0.0000 0.0125

Tidjanibacter

Bacteroidetes.Bacteroidia.Bacteroidales.Rikenellaceae.Tidjanibacter OTU89 0.0028 0.0043 0.0015 0.0041 0.0061

Methanobrevibacter Euryarchaeota.Methanobacteria.Methanobacteriales.Methanobacteriaceae.Methanobrevibacter

OTU150 0.0005 0.0009 0.0000 0.0000 0.0034

Catabacter Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter

OTU151 0.0001 0.0001 0.0000 0.0000 0.0007

Butyricicoccus

Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Butyricicoccus OTU342 0.0000 0.0000 0.0000 0.0000 0.0475

Lutispora Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Lutispora

OTU403 0.0005 0.0009 0.0001 0.0001 0.0421

unclass_Defluviitaleaceae Firmicutes.Clostridia.Clostridiales.Defluviitaleaceae.unclass_Defluviitaleaceae

OTU120 0.0006 0.0008 0.0002 0.0003 0.0408

Gracilibacter

Firmicutes.Clostridia.Clostridiales.Gracilibacteraceae.Gracilibacter OTU397 0.0001 0.0002 0.0000 0.0000 0.0475

Lachnotalea

Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnotalea OTU367 0.0000 0.0001 0.0000 0.0000 0.0031

Peptococcus Firmicutes.Clostridia.Clostridiales.Peptococcaceae.Peptococcus

OTU435 0.0000 0.0001 0.0000 0.0000 0.0475

Acetanaerobacterium Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Acetanaerobacterium

OTU141 0.0009 0.0020 0.0000 0.0000 0.0123

Acetivibrio

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Acetivibrio OTU491 0.0000 0.0001 0.0000 0.0000 0.0125

Anaerofilum Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum

OTU148 0.0001 0.0001 0.0000 0.0000 0.0007

Ethanoligenens Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ethanoligenens

OTU144 0.0002 0.0002 0.0000 0.0001 0.0242

Harryflintia Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia

OTU326 0.0007 0.0009 0.0001 0.0002 0.0123

Sporobacter

Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Sporobacter OTU726 0.0013 0.0012 0.0003 0.0003 0.0043

unclass_Ruminococcaceae Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.unclass_Ruminococcaceae

OTU55 0.0059 0.0043 0.0033 0.0044 0.0328

Fenollaria

Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Fenollaria OTU400 0.0000 0.0001 0.0000 0.0000 0.0125

Intestinimonas Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Intestinimonas

OTU264 0.0009 0.0007 0.0002 0.0003 0.0016

Dielma

Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Dielma OTU274 0.0000 0.0000 0.0000 0.0000 0.0081

Faecalicoccus

Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Faecalicoccus OTU230 0.0001 0.0001 0.0000 0.0000 0.0004

unclass_Tissierellia Firmicutes.Tissierellia.unclass_Tissierellia.unclass_Tissierellia.unclass_Tissierellia

OTU506 0.0000 0.0000 0.0000 0.0000 0.0475

Victivallis Lentisphaerae.Lentisphaeria.Victivallales.Victivallaceae.Victivallis

OTU161 0.0012 0.0021 0.0000 0.0000 0.0020

Oxalobacter Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae.Oxalobacter

OTU519 0.0000 0.0000 0.0000 0.0000 0.0125

unclass_Verrucomicrobia Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia

OTU351 0.0001 0.0002 0.0000 0.0000 0.0125
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Species phylogenetic lineage

OTU

IgA mean normalSD normalIgA mean low SD low p value

Mobiluncus curtisii Actinobacteria.Actinobacteria.Actinomycetales.Actinomycetaceae.Mobiluncus.Mobiluncus curtisii

OTU708 0.0000 0.0000 0.0000 0.0000 0.0125

Olsenella scatoligenes Actinobacteria.Coriobacteriia.Coriobacteriales.Atopobiaceae.Olsenella.Olsenella scatoligenes

OTU603 0.0002 0.0004 0.0000 0.0000 0.0475

Collinsella intestinalis Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae.Collinsella.Collinsella intestinalis

OTU723 0.0000 0.0000 0.0000 0.0000 0.0278

Raoultibacter timonensis Actinobacteria.Coriobacteriia.Eggerthellales.Eggerthellaceae.Raoultibacter.Raoultibacter timonensis

OTU321 0.0007 0.0008 0.0003 0.0006 0.0431

Bacteroides nordii Bacteroidetes.Bacteroidia.Bacteroidales.Bacteroidaceae.Bacteroides.Bacteroides nordii

OTU545 0.0002 0.0003 0.0000 0.0001 0.0371

Coprobacter fastidiosus Bacteroidetes.Bacteroidia.Bacteroidales.Barnesiellaceae.Coprobacter.Coprobacter fastidiosus

OTU180 0.0015 0.0016 0.0005 0.0014 0.0018

Butyricimonas virosa Bacteroidetes.Bacteroidia.Bacteroidales.Odoribacteraceae.Butyricimonas.Butyricimonas virosa

OTU225 0.0011 0.0028 0.0001 0.0004 0.0213

Gabonibacter massiliensis Bacteroidetes.Bacteroidia.Bacteroidales.Porphyromonadaceae.Gabonibacter.Gabonibacter massiliensis

OTU695 0.0000 0.0001 0.0000 0.0000 0.0125

Alistipes indistinctus Bacteroidetes.Bacteroidia.Bacteroidales.Rikenellaceae.Alistipes.Alistipes indistinctus

OTU123 0.0002 0.0005 0.0000 0.0001 0.0099

Tidjanibacter massiliensis Bacteroidetes.Bacteroidia.Bacteroidales.Rikenellaceae.Tidjanibacter.Tidjanibacter massiliensis

OTU89 0.0028 0.0043 0.0015 0.0041 0.0061

Parabacteroides goldsteinii Bacteroidetes.Bacteroidia.Bacteroidales.Tannerellaceae.Parabacteroides.Parabacteroides goldsteinii

OTU260 0.0020 0.0035 0.0000 0.0001 0.0312

Methanobrevibacter smithii Euryarchaeota.Methanobacteria.Methanobacteriales.Methanobacteriaceae.Methanobrevibacter.Methanobreviba

cter smithii

OTU150 0.0005 0.0009 0.0000 0.0000 0.0034

Catabacter hongkongensis Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter.Catabacter hongkongensis

OTU151 0.0001 0.0001 0.0000 0.0000 0.0007

unclass_Christensenella Firmicutes.Clostridia.Clostridiales.Christensenellaceae.Christensenella.unclass_Christensenella

OTU254 0.0001 0.0001 0.0000 0.0000 0.0015

Butyricicoccus pullicaecorum Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Butyricicoccus.Butyricicoccus pullicaecorum

OTU342 0.0000 0.0000 0.0000 0.0000 0.0475

Lutispora thermophila Firmicutes.Clostridia.Clostridiales.Clostridiaceae.Lutispora.Lutispora thermophila

OTU403 0.0005 0.0009 0.0001 0.0001 0.0421

unclass_Defluviitaleaceae Firmicutes.Clostridia.Clostridiales.Defluviitaleaceae.unclass_Defluviitaleaceae.unclass_Defluviitaleaceae

OTU120 0.0006 0.0008 0.0002 0.0003 0.0408

Eubacterium ventriosum Firmicutes.Clostridia.Clostridiales.Eubacteriaceae.Eubacterium.Eubacterium ventriosum

OTU61 0.0010 0.0009 0.0007 0.0011 0.0372

Gracilibacter thermotolerans Firmicutes.Clostridia.Clostridiales.Gracilibacteraceae.Gracilibacter.Gracilibacter thermotolerans

OTU397 0.0001 0.0002 0.0000 0.0000 0.0475

Anaerotignum propionicum Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Anaerotignum.Anaerotignum propionicum

OTU234 0.0007 0.0003 0.0004 0.0004 0.0421

Lachnotalea glycerini Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Lachnotalea.Lachnotalea glycerini

OTU367 0.0000 0.0001 0.0000 0.0000 0.0031

Peptococcus niger Firmicutes.Clostridia.Clostridiales.Peptococcaceae.Peptococcus.Peptococcus niger

OTU435 0.0000 0.0001 0.0000 0.0000 0.0475

Acetanaerobacterium elongatum Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Acetanaerobacterium.Acetanaerobacterium elongatum

OTU141 0.0009 0.0020 0.0000 0.0000 0.0123

Acetivibrio cellulolyticus Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Acetivibrio.Acetivibrio cellulolyticus

OTU491 0.0000 0.0001 0.0000 0.0000 0.0125

Anaerofilum agile Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum.Anaerofilum agile

OTU148 0.0001 0.0001 0.0000 0.0000 0.0007

Anaerotruncus rubiinfantis Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerotruncus.Anaerotruncus rubiinfantis

OTU175 0.0000 0.0001 0.0000 0.0000 0.0058

unclass_Anaerotruncus Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerotruncus.unclass_Anaerotruncus

OTU176 0.0005 0.0005 0.0001 0.0002 0.0204

Ethanoligenens harbinense Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ethanoligenens.Ethanoligenens harbinense

OTU144 0.0002 0.0002 0.0000 0.0001 0.0242

Harryflintia acetispora Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia.Harryflintia acetispora

OTU326 0.0007 0.0009 0.0001 0.0002 0.0123

Clostridium clariflavum Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ruminiclostridium.Clostridium clariflavum

OTU805 0.0000 0.0000 0.0000 0.0000 0.0125

Ruminiclostridium thermocellum Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Ruminiclostridium.Ruminiclostridium thermocellum

OTU138 0.0000 0.0001 0.0000 0.0000 0.0048

Sporobacter termitidis Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Sporobacter.Sporobacter termitidis

OTU726 0.0013 0.0012 0.0003 0.0003 0.0043

unclass_Ruminococcaceae Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.unclass_Ruminococcaceae.unclass_Ruminococcaceae

OTU55 0.0059 0.0043 0.0033 0.0044 0.0328

Fenollaria massiliensis Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Fenollaria.Fenollaria massiliensis

OTU400 0.0000 0.0001 0.0000 0.0000 0.0125

Intestinimonas butyriciproducens Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Intestinimonas.Intestinimonas butyriciproducens

OTU264 0.0009 0.0007 0.0002 0.0003 0.0016

Dielma fastidiosa Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Dielma.Dielma fastidiosa

OTU274 0.0000 0.0000 0.0000 0.0000 0.0081

Faecalicoccus acidiformans Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Faecalicoccus.Faecalicoccus acidiformans

OTU230 0.0001 0.0001 0.0000 0.0000 0.0004

Anaerococcus vaginalis Firmicutes.Tissierellia.Tissierellales.Peptoniphilaceae.Anaerococcus.Anaerococcus vaginalis

OTU865 0.0000 0.0000 0.0000 0.0000 0.0475

Peptoniphilus lacrimalis Firmicutes.Tissierellia.Tissierellales.Peptoniphilaceae.Peptoniphilus.Peptoniphilus lacrimalis

OTU629 0.0000 0.0000 0.0000 0.0000 0.0475

Bacteroides coagulans Firmicutes.Tissierellia.unclass_Tissierellia.unclass_Tissierellia.unclass_Tissierellia.Bacteroides coagulans

OTU506 0.0000 0.0000 0.0000 0.0000 0.0475

Victivallis vadensis Lentisphaerae.Lentisphaeria.Victivallales.Victivallaceae.Victivallis.Victivallis vadensis

OTU161 0.0012 0.0021 0.0000 0.0000 0.0020

unclass_Oxalobacter Proteobacteria.Betaproteobacteria.Burkholderiales.Oxalobacteraceae.Oxalobacter.unclass_Oxalobacter

OTU519 0.0000 0.0000 0.0000 0.0000 0.0125

Sutterella wadsworthensis Proteobacteria.Betaproteobacteria.Burkholderiales.Sutterellaceae.Sutterella.Sutterella wadsworthensis

OTU135 0.0056 0.0067 0.0018 0.0048 0.0052

unclass_Verrucomicrobia Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verrucomicrobia.unclass_Verruc

omicrobia.unclass_Verrucomicrobia

OTU351 0.0001 0.0002 0.0000 0.0000 0.0125
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Order phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Enterobacterales Proteobacteria.Gammaproteobacteria.Enterobacterales

OTU41 0.0117 0.0256 0.0182 0.0163 0.0463

Family phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Enterobacteriaceae Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae

OTU41 0.0073 0.0168 0.0156 0.0157 0.0275

Genus phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Escherichia Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia

OTU41 0.0060 0.0154 0.0147 0.0161 0.0357

Species phylogenetic lineage OTU

IgM mean normal SD normal IgM mean low SD low p value

unclass_Escherichia Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia.unclass_Escherichia

OTU41 0.0060 0.0154 0.0147 0.0161 0.0357

Desulfovibrio desulfuricans Proteobacteria.Deltaproteobacteria.Desulfovibrionales.Desulfovibrionaceae.Desulfovibrio.Desulfovibrio desulfuricans

OTU703 0.0000 0.0000 0.0005 0.0012 0.0285
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Phylum phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Other Other NA

0.0013 0.0022 0.0002 0.0001 0.0015

Class phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Bacilli Firmicutes.Bacilli

OTU32 0.0238 0.0512 0.0018 0.0011 0.0065

Negativicutes Firmicutes.Negativicutes

OTU45 0.0244 0.0156 0.0114 0.0058 0.0293

Coriobacteriia Actinobacteria.Coriobacteriia

OTU35 0.0128 0.0181 0.0029 0.0035 0.0253

Order phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Lactobacillales Firmicutes.Bacilli.Lactobacillales

OTU32 0.0235 0.0502 0.0018 0.0011 0.0065

Coriobacteriales Actinobacteria.Coriobacteriia.Coriobacteriales

OTU35 0.0093 0.0136 0.0015 0.0028 0.0178

Family phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Atopobiaceae Actinobacteria.Coriobacteriia.Coriobacteriales.Atopobiaceae

OTU349 0.0010 0.0024 0.0000 0.0000 0.0005

Coriobacteriaceae Actinobacteria.Coriobacteriia.Coriobacteriales.Coriobacteriaceae

OTU35 0.0083 0.0121 0.0015 0.0028 0.0392

Prevotellaceae Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae

OTU201 0.0527 0.1086 0.0003 0.0008 0.0373

Peptostreptococcaceae Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae

OTU31 0.0136 0.0422 0.0006 0.0005 0.0035

Lactobacillaceae Firmicutes.Bacilli.Lactobacillales.Lactobacillaceae

OTU251 0.0048 0.0083 0.0004 0.0005 0.0085

Catabacteriaceae Firmicutes.Clostridia.Clostridiales.Catabacteriaceae

OTU151 0.0000 0.0000 0.0000 0.0000 0.0247
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Genus phylogenetic lineage

OTU IgM mean normal SD normal IgM mean low SD low p value

Catabacter Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter

OTU151 0.0000 0.0000 0.0000 0.0000 0.0247

Dorea Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Dorea

OTU9 0.0052 0.0062 0.0011 0.0015 0.0157

Romboutsia Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae.Romboutsia

OTU31 0.0110 0.0417 0.0003 0.0003 0.0181

Flintibacter Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Flintibacter

OTU187 0.0033 0.0024 0.0016 0.0017 0.0448

Lactobacillus Firmicutes.Bacilli.Lactobacillales.Lactobacillaceae.Lactobacillus

OTU251 0.0048 0.0083 0.0004 0.0005 0.0100

Intestinibacter Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae.Intestinibacter

OTU36 0.0027 0.0048 0.0003 0.0004 0.0458

Holdemanella Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Holdemanella

OTU182 0.0021 0.0041 0.0000 0.0000 0.0383

Atopobium Actinobacteria.Coriobacteriia.Coriobacteriales.Atopobiaceae.Atopobium

OTU296 0.0000 0.0001 0.0000 0.0000 0.0155

Olsenella Actinobacteria.Coriobacteriia.Coriobacteriales.Atopobiaceae.Olsenella

OTU349 0.0006 0.0015 0.0000 0.0000 0.0247

Harryflintia Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia

OTU326 0.0004 0.0007 0.0001 0.0001 0.0354

Anaerofilum Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum

OTU148 0.0000 0.0001 0.0000 0.0000 0.0095

Species phylogenetic lineage OTU

IgM mean normal SD normal IgM mean low SD low p value

Prevotella copri Bacteroidetes.Bacteroidia.Bacteroidales.Prevotellaceae.Prevotella.Prevotella copri

OTU201 0.0364 0.0965 0.0000 0.0000 0.0190

Dorea longicatena Firmicutes.Clostridia.Clostridiales.Lachnospiraceae.Dorea.Dorea longicatena

OTU9 0.0052 0.0062 0.0011 0.0015 0.0157

Romboutsia timonensis Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae.Romboutsia.Romboutsia timonensis

OTU31 0.0110 0.0417 0.0003 0.0003 0.0181

Flintibacter butyricus Firmicutes.Clostridia.Clostridiales.unclass_Clostridiales.Flintibacter.Flintibacter butyricus

OTU187 0.0033 0.0024 0.0016 0.0017 0.0448

Lactobacillus rogosae Firmicutes.Bacilli.Lactobacillales.Lactobacillaceae.Lactobacillus.Lactobacillus rogosae

OTU251 0.0022 0.0023 0.0003 0.0005 0.0301

Intestinibacter bartlettii Firmicutes.Clostridia.Clostridiales.Peptostreptococcaceae.Intestinibacter.Intestinibacter bartlettii

OTU36 0.0027 0.0048 0.0003 0.0004 0.0458

Holdemanella biformis Firmicutes.Erysipelotrichia.Erysipelotrichales.Erysipelotrichaceae.Holdemanella.Holdemanella biformis

OTU182 0.0021 0.0041 0.0000 0.0000 0.0383

Harryflintia acetispora Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia.Harryflintia acetispora

OTU326 0.0004 0.0007 0.0001 0.0001 0.0354

Catabacter hongkongensis Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter.Catabacter hongkongensis

OTU151 0.0000 0.0000 0.0000 0.0000 0.0247

Anaerofilum agile Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum.Anaerofilum agile

OTU148 0.0000 0.0001 0.0000 0.0000 0.0095

Atopobium parvulum Actinobacteria.Coriobacteriia.Coriobacteriales.Atopobiaceae.Atopobium.Atopobium parvulum

OTU296 0.0000 0.0001 0.0000 0.0000 0.0155
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Family phylogenetic lineage

OTU IgM p value

IgA p value

Increased in

Enterobacteriaceae Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae

OTU41 0.0275 0.0031 IgA/M_low

Catabacteriaceae Firmicutes.Clostridia.Clostridiales.Catabacteriaceae

OTU151 0.0247 0.0007 IgA/M_norm

Genus phylogenetic lineage

OTU IgM p value

IgA p value

Increased in

Escherichia Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia

OTU41 0.0357 0.0063 IgA/M_low

Catabacter Firmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter

OTU151 0.0247 0.0007 IgA/M_norm

Anaerofilum Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum

OTU148 0.0095 0.0007 IgA/M_norm

Harryflintia Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia

OTU326 0.0354 0.0123 IgA/M_norm

Species phylogenetic lineage

OTU IgM p value

IgA p value

Increased in

unclass_Escherichia Proteobacteria.Gammaproteobacteria.Enterobacterales.Enterobacteriaceae.Escherichia.unclass_Escherichia OTU41 0.0357 0.0063 IgA/M_low

Catabacter hongkongensisFirmicutes.Clostridia.Clostridiales.Catabacteriaceae.Catabacter.Catabacter hongkongensis OTU151 0.0247 0.0007 IgA/M_norm

Anaerofilum agile Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Anaerofilum.Anaerofilum agile OTU148 0.0095 0.0007 IgA/M_norm

Harryflintia acetispora Firmicutes.Clostridia.Clostridiales.Ruminococcaceae.Harryflintia.Harryflintia acetispora OTU326 0.0354 0.0123 IgA/M_norm
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patient  1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28

infections

upper respiratory infection 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1

lower respiratory infection 1 1 0 1 1 1 1 0 0 1 0 0 1 1 1 0 0 1 1 1 1 0 0 1 0 0 1 0

pneumonia 0 1 0 1 0 0 1 0 0 1 0 0 1 0 1 0 0 1 1 1 0 0 0 1 0 0 1 0

intestinal infection 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

urinary tract infection 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

meningitis 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

conjunctivitis 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0

episcleritis 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

herpes virus infection 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 0 0 0 1

fungal infection 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

mycobacterial infection 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

toxoplasmosis 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

infections only 0 1 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 1 1 0 0 0 0 0

immune dysregulation

lymphoproliferation  1 0 1 0 0 0 1 1 0 1 0 1 1 1 1 0 0 0 0 1 1 0 0 1 0 1 1 1

lymphadenopathy 1 0 1 0 0 0 1 0 0 0 0 0 1 1 0 0 0 0 0 1 0 0 0 1 0 0 1 0

splenomegaly 0 0 1 0 0 0 1 1 0 1 0 1 1 1 1 0 0 0 0 1 1 0 0 1 0 1 1 1

hepatomegaly 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

liver disease/hepatitis 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0

autoimmunity 1 0 1 0 0 0 0 0 0 1 0 0 1 1 0 1 1 1 0 0 0 0 0 1 1 0 0 1

cytopenia 1 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 1 1 0 0 1

autoimmune cytopenia 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

       ITP  1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1

       AIHA 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

leucopenia 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0

thrombocytopenia 1 0 1 0 0 0 0 0 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0

vasculitis 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

deep vein thrombosis 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0

arthritis/joint pain 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0

diabetes type 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0

thyroiditis 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

enteropathy 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 1 0

chronic diarrhea 0 0 0 0 0 1 0 0 1 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 1 0 1 0

autoimmune enteropathy 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

ulcus ventriculi 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

sprue-like disease 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

intolerance (lactose/ 

fructose/ gluten)

0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

granulomatous disease 1 0 1 1 0 0 1 1 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0

GLILD  1 0 1 1 0 0 1 1 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 1 0 0

erythema nodosum 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

abdominal granuloma (lymph 

node)

1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

granuloma of the eye 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

skin and subcutaneous tissue 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0

other granuloma 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0


