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Herein, we used NanoString® digital multiplexed gene expression transcript using a color-coded barcode system, thus facilitating quantification. varied between subjects but remained largely stable within subjects.
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Figure 4. Hierarchical cluster analysis of human inflammatory genes with the
highest variation in ranked abundance in CF sputum (IQR >50). Genes were
categorized. For individual genes, abundance varied widely between subjects.
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CFQ-R domains. Between-subject variation was observed.

= Spirometry and anthropometric data obtained at the initial visit.
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Physical = Subsets of genes for Pa. and human inflammation were variably

abundant. These genes belonged to discrete functional classes.
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Methods

= RNA solation: Direct-zol™ RNA MiniPrep kit (Zymo Research)

Treatment burden = NanoString® nCounter® technology can be used to simultaneously
quantify gene transcripts for Pa. and human inflammation in CF
sputum samples.
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= Gene expression: nCounter® Pa. 75-gene custom codeset and

nCounter® Human Inflammation Kit v2 (NanoString®)

= Data analysis: nSolver™ Analysis Software v1.1 (NanoString®)

= Data analysis: gplots, ecodist, and corrplot packages for R
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