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667  Figure 2. Diversity and absolute abundance of the dominant phylotypes in samples from filter
668  mating and serial growth experiments on SW (A) and MC (B) media. Top: Shannon diversity
669 index; middle: absolute abundance of the 20 most abundant genera; bottom: number of unique
670 orders in SW samples (A), abundance of Enterobacteriales(with and without lactose

671  fermenting ability) in MC samples (B).
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695  Figure 3. Persistent genera in SW (A) and persistent phylotypes in MC (B) at the end of the
696  serial growth experiment. Given the higher diversity observed in SW compared to MC, genus
697  level results are presented for SW and phylotype level results for MC. Venn diagrams show
698 shared and unique genera/phylotypes among groups. Phylogenetic trees show all persistent
699  genera/phylotypes. Class names are used as label for SW, while genus names in
700  Enterobacteriales order are used for MC.
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720  Figure 4. Richness of permissive phylotypes relative to all recipient phylotypes over time series.
721 A linear regression model was applied to estimate the temporal trend of the relative richness.
722 Solid lines represent regression lines labelled with slope and P-value. Positive or negative slope
723  indicated slower or faster richness loss trends in permissive phylotypes compared to recipient
724  phylotypes.
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746 Figure 5. Sy+s value profile in SW media (A), MC media (B) and all experimental groups (C).
747 S+ IS an estimate of the combined plasmid fitness and segregation effects. -0.01< Sq+s5 < 0.01
748  or Se+s < -0.01: neutral or negative plasmid effect; Sq+s > 0.01: positive plasmid effect. P-
749  values of slope: * < 0.5; ** < 0.1; *** <0.01. Occurrence frequency of three S.+s group with
750  negative, neutral and positive values in (A) and (B) are summarized in (C).

751

25


https://doi.org/10.1101/747964
http://creativecommons.org/licenses/by-nc-nd/4.0/

