[bookmark: _GoBack]Table S1.  Significant correlations among the most abundant genera for samples in the Control and LAIV cohort.  Pearson correlation coefficients () were calculated between the ALR transformed abundances for genera identified with the V1V3 hypervariable regions of the 16S rDNA genes.  Only genera with p-values < 0.05 (uncorrected for multiple testing) are provided below.  The control and LAIV cohort used in this analysis consisted in total of 50 samples.
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