Feature P value FDR- Mean in BSI | Meanin no
corrected P | samples BSI samples
value

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__[Barnesiellaceae] 4.80123E- | 0.00216055 |0 0.03060869

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae 8.500097604 3.02196105 0.01726333 3.06139705

k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f _Desulfovibrion 8.00258305 3.03874577 3.00911749 3.03566178

iiaBeacteria;p_Firmicutes;c_CIostridia;o_CIostridiales;f_Dehanbacteriaceae 5.00545480 8.06136652 8 8.00859027

k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales;f __Alcaligenaceae 5.00870005 3.07719903 0.00824569 é.0361082

k__Bacteria;p__Tenericutes;c__Mollicutes;o_ RF39;f 5.01029320 3.07719903 0 0.03336989

k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales;f Oxalobacteraceae 8.01513452 3.08560823 0.00311159 8.01182377

k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f _[Odoribacteraceae] 8.01521924 3.08560823 8.01364343 3.03769069

k__Bacteria;p__Firmicutes;c__Bacilli;o__Lactobacillales;f _Lactobacillaceae (2).03694305 8.15739060 0.11137012 3.01781445

k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f 8.03847325 3.15739060 8.14215895 3.23848542

k__Bacteria;p__Firmicutes;c__ Clostridia;o__Clostridiales;f Ruminococcaceae 3.03847325 3.15739060 3.36528884 3.46263645

9 4 8

Additional file 5 A) Families that differ between fecal samples collected prior to treatment in patients who did or did not develop BSI. (Mann-

Whitney U test, False Discovery Rate (FDR)-corrected). BSI : Bloodstream Infection.




Feature P value FDR- Mean in | Mean in no
corrected P | BSI BSI
value samples samples
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__[Barnesiellaceae];g__ 4.80123E- | 0.0035049 | 0 0.0306086
05 91
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Christensenellaceae;g__ 0.0027157 | 0.0939254 | 0.0094869 | 0.0516372
36 96 37 82
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Ruminococcaceae;g__Faecalibacterium | 0.0041065 | 0.0939254 | 0.0759432 | 0.1575673
89 96 04 67
k__Bacteria;p__Firmicutes;c__Clostridia;o__Clostridiales;f__Dehalobacteriaceae;g__Dehalobacterium | 0.0054548 | 0.0939254 | O 0.0081108
02 96 37
k__Bacteria;p__Proteobacteria;c__Deltaproteobacteria;o__Desulfovibrionales;f__Desulfovibrionaceae; | 0.0064850 | 0.0939254 | 0.0011857 | 0.0221304
g_ Desulfovibrio 06 96 82 64
k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales;f __Alcaligenaceae;g _Sutte | 0.0087000 | 0.0939254 | 0.0082456 | 0.0361082
rella 52 96 9
k__Bacteria;p__Proteobacteria;c__Betaproteobacteria;o__Burkholderiales;f _Oxalobacteraceae;g  Ox | 0.0102932 | 0.0939254 | 0 0.0083636
alobacter 05 96 49
k__Bacteria;p__Tenericutes;c__Mollicutes;o RF39;f ;g 0.0102932 | 0.0939254 | 0 0.0333698
05 96 99
k__Bacteria;p__Firmicutes;c__ Clostridia;o__Clostridiales;f __Veillonellaceae;g__Veillonella 0.0143710 | 0.1165653 | 0.0233806 | 0.0028985
74 77 31 84
k__Bacteria;p__Firmicutes;c__ Clostridia;o__Clostridiales;f _Christensenellaceae;g__Christensenella | 0.0161436 | 0.1178485 | 0.0126573 | 0.0263291
34 25 46 71
k__Bacteria;p__Firmicutes;c__ Clostridia;o__Clostridiales;f _Ruminococcaceae;g__Oscillospira 0.0186718 | 0.1180131 | 0.0398948 | 0.0722005
21 49 56 04
k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f [Odoribacteraceae];g_ Butyricimo | 0.0193994 | 0.1180131 | 0.0056215 | 0.0184379
nas 22 49 77 91
k_Bacteria;p__Firmicutes;c__Erysipelotrichi;o__Erysipelotrichales;f _Erysipelotrichaceae;g 0.0239495 | 0.1344857 | 0.0829866 | 0.0295421
1 12 72 67

Additional file 5 B) Genera that differ between fecal samples collected prior to treatment in patients who did or did not develop BSI. (Mann-Whitney

U test, False Discovery Rate (FDR)-corrected). BSI : Bloodstream Infection.




