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Figure 4. Bacterial families that are differentially abundant between grass and forb microbiomes, 915 

and between grass-forb pairs and either grass or forb microbiomes. Using DESeq2, bacterial 916 

families were identified whose relative abundance differed significantly between treatments 917 

(forbs grown alone, grasses grown alone, grown together in competition). Each plot shows the 918 

relative abundance of families for each treatment and comparisons that are significant from each 919 

other are notated by different letters (e.g. a vs. b).920 
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Figure 5. Native forbs were more negatively affected by competition. Log response ratios for 928 

forbs and grasses were calculated to determine the dominant competitor and were based on dried 929 

aboveground biomass weight. Values below zero indicate competition with more negative values 930 

signifying a stronger response to competition. Error bars here represent the standard error of the 931 

mean. 932 
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Figure 6. Bacterial families contributing to competitive outcomes. Linear mixed effects models 942 

assessing the contribution of normalized relative abundance of bacterial families to competitive 943 

outcomes (log response ratios) for forbs (purple) or grasses (green). Solid line indicates 944 

significance (p < 0.05), dashed line indicates nonsignificance.945 
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Figure 7. Proportion of ASVs predicted to colonize from each source for each of the four 952 

differentially abundant families that were correlated with competition. SourceTracker was used 953 

to predict whether ASVs in competition treatments originated from grasses (dark green), forbs 954 

(purple), the background soil mix used in the experiment (blue), or unknown habitats (light 955 

green) and then the results were summarized by grouping ASVs by taxonomic family. Families 956 

that were negatively correlated with forb competitive response and/or positively correlated with 957 

grass competitive response were predominantly sourced from grass. Methylophilaceae, the one 958 

family that showed a positive relationship with forb competitive response and a negative 959 

relationship with grass competitive response, was predominantly sourced from forbs. 960 
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