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[bookmark: _Hlk63850131][bookmark: _Hlk63854185]Supplementary Figure 1. Species Accumulation analysis. Species accumulation curves (SAC) determined using the specaccum function from vegan package in R using method="random" and permutations=500. SAC plot shows the increase in ASVs detected with the addition of each patient sample.
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Supplementary Figure 2. CF microbiome is distinguished by patient ID. NMDS plot showing beta diversity of CF patient treated with azithromycin based on Bray-Curtis dissimilarities. Each patient is color coded and was sampled up to three time points: Pre (≤24 months pre-initiation treatment), day 0 (start day on azithromycin) and Post (≤24 months post its initiation treatment). Arrows indicate the timewise sequence of samples (i.e. Pre to day 0 to Post).
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