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Robinsoniella_NA
Breznakia_NA~
Breznakia_NA.1
Lachnosplraceae NA.4
Ruminococcaceae_NA.7
Mucispirillum_NA.2
Desulfovibrionaceae_NA.2
Lachnospiraceae_IS_| NA.1
Mucispirillum_NA
Tannerellaceae_NA.2
ChristensenellaceaeR.7_NA.9
Christensenellaceae_NA.2
Erysipelotrichaceae_zOR0006_NA
Lachnospiraceae_NA.18
Ruminococcaceae_NA.27
Bacteroides_NA.12
Bacteroides_NA.20
Ruminococcaceae_NA.5
Ruminococcaceae_NA.16
Eubacterium_NA.1
Bacilli_RF39_NA
Erysipelatoclostridium_NA.6
Lactobacillales_NA.1
Ruminococcaceae_NA.91
Ruminococcaceae_NA.47
Bacilli_RF39_NA.8
Alistipes_NA.27
Planctomycetota_HA49_NA.2
Ruminococcaceae_NA.32
Ruminococcaceae_NA.9
Ruminococcaceae_IS_NA
Anaerofustis_NA.1
Bacteroides_NA.4
Erysipelatoclostridium_NA.1
Dysgonomonas_NA.7
Lachnospiraceae_NA.16
Dysgonomonas_NA.2
Dysgonomonas_NA.4
Lachnospiraceae_IS_NA.6
ChristensenellaceaeR.7_NA.65
Bacilli_RF39_NA.9
Monoglobus_NA.1
Desulfovibrio_NA.33
ChristensenellaceaeR.7_NA.12
Ruminococcaceae_NA~
Paludibacteraceae_NA.4
Lachnospiraceae | NA.5
Bacteroidales_NA.3
Treponema_NA.4
Rikenellaceae_NA
Paludibacter_NA.2
ChristensenellaceaeR.7_NA.1
Firmicutes_NA
ChristensenellaceaeR.7_NA.13
Alistipes_NA
ChristensenellaceaeR.7_NA
Bacteroides_NA.10
Parabacteroides_NA.13
Dysgonomonadaceae_NA.6
Enterococcus_NA
Ruminococcus_NA
3M1PL1.52termite_NA
3M1PL1.52termite_NA.1
3M1PL1.52termite_NA.2
Fibrobacter_NA
Lachnosplraceae NA.2
Ruminococcus_NA.1
Oscillospirales_UCG.010_NA
Lactobacillus_NA.3
Acidaminococcaceae_NA.1
Lachnospiraceae_NA.1
Lachnospiraceae_NA.6
Enterococcaceae_NA
Lachnoclostridium_NA.1
Lachnoclostridium_NA.2
Lachnoclostridium_NA
Fusobacterium_ulcerans

Supplement 2: Diet-characteristic ASVs determined by DESeq2. Pairwise DESeq2 analysis was
performed on filtered (present in 5 or more samples) raw counts for all synthetic diets (n=66), and ASVs
significant in one diet vs all others at adjusted p < 0.05 with a baseMean higher than 10 were selected
(76 total). Variance stabilized transformed counts obtained from DESeq2 were scaled by row to generate
z-scores for plotting. Dendrograms are colored by diet per sample (column) and diet the ASVs are
associated with (row). Bolded names indicate the ASV belongs to “Set 1” as presented in Figure 4.



