Figure Supp1: Rarefaction curves of the OTUs number at 90% identity obtained from the soxB and rdsrAB clone libraries.
Figure Supp2: Gene copy numbers for 8 soxB phylotypes in “mix” (black), “rhizosphere” (dark grey) and “root” samples (light grey), measured in October at 5 cm depth.  Values are represented as mean ( s.e.m. (n=3), with statistical differences determined by ANOVA and post-hoc Tukey tests (p=0.05) between sample types indicated by different letters for each site (lower case for Site 1, upper case for Site 2).

Figure Supp3: Transcript numbers for 8 soxB phylotypes in “mix” (black), “rhizosphere” (dark grey) and “root” samples (light grey), measured in October at 5 cm depth.  Values are represented as mean ( s.e.m. (n=3), with statistical differences determined by ANOVA and post-hoc Tukey tests (p=0.05) between sample types indicated by different letters for each site (lower case for Site 1, upper case for Site 2).

Figure Supp4: Gene copy numbers for 5 rdsrAB phylotypes in “mix” (black), “rhizosphere” (dark grey) and “root” samples (light grey), measured in October at 5 cm depth.  Values are represented as mean ( s.e.m. (n=3), with statistical differences determined by ANOVA and post-hoc Tukey tests (p=0.05) between sample types indicated by different letters for each site (lower case for Site 1, upper case for Site 2).

Figure Supp5: Transcript numbers for 5 rdsrAB phylotypes in “mix” (black), “rhizosphere” (dark grey) and “root” samples (light grey), measured in October at 5 cm depth.  Values are represented as mean ( s.e.m. (n=3), with statistical differences determined by ANOVA and post-hoc Tukey tests (p=0.05) between sample types indicated by different letters for each site (lower case for Site 1, upper case for Site 2).
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