Akkermansia muciniphila |55 20 2 5 7 5 10737
Dialister invisus 4|69 23 8 9 2 2 18298
Capnocytophaga sp. —| 5}
Erysipelatoclostridium ramosum — [ 9 926
Collinsella aerofaciens 4|19 10 2 2 3 17t
Eubacterium eligens [ & & 1 2 1 3s07
Roseburia intestinalis — | .1 1 988
Roseburia inulinivorans — | 5 1 1 ee0
Eubacterium siraeum 4|13 1 2 2 4 2102
Clostridiumsp. 4 [ 34 3 1 3 6145
Coprococcus eutactus — | 1 896
Ruminococcus gnavus — |43 8 5 1 1815
Dorea formicigenerans -/ |20 5 1. 3 4 6 3730
Ruminococcus torques [ 2 2 1 1 2500
Eubacterium ventriosum —{[86 8 1. 5 7 7 4666
Butyrivibrio crossotus — | 2 1340
Bacteroides intestinalis - [ 8, 1 474
Alistipes shahii —{ [71. 12 4/ 8 7 10 15324
Bacteroides plebeius — | .8 3 38
Bacteroides coprophilus — | .1 12
Bacteroides fragilis | |73 27 2 2 4 2 8857
Prevotella copri | |13 4 2 3063
Bacteroides stercoris 4 |58 14 1) 4 2 /) 9435
Alistipessp. 1|58 23 3/ 7 8 10 9827
Bacteroides caccae — |77 82 4, 8 6 9 1852
Bacteroides coprocola — | 4 164
Bacteroides finegoldii - [12 2 1) 1) 1 1) 4%
Bacteroides eggerthii 4 [ 14 6 2 2111
Staphylococcus epidermidis — 18!
Bifidobacterium bifidum — (1)
Bifidobacterium pseudocatenulatum — C
Bifidobacterium adolescentis — 0
Bifidobacterium breve — (1)
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Supplemental Figure S2.

rmSNV similarity between different time points of the same individual, between family
members, and between unrelated individuals, by species. The numbers indicate the number of
compared sample pairs and the size of the bubble shows the proportion on comparisons
sharing >20% of the rmSNVs.



