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Data availability: The data that support the findings of this study are available on the NIH/NIAID ImmPort (https://www.immport.org/shared/study/SDY1883)
through controlled access to be compliant with the informed consent forms of MARC-35 study and the genomic data sharing plan. Source data without participant-
level data are provided with this paper.

KneadData v0.10.057

expanded Human Oral Microbiome Database (eHOMD) database

maxikraken2_1903 database (https://lomanlab.github.io/mockcommunity/mc_databases.html)

Bowtie2

EggNOG-mapper

This is a secondary analysis of data from an observational study and the sample size of the final analytic cohort is 244. In this secondary
analysis, a sample size calculation is not applicable. We have described the sample flow chart in the Supplementary Figure 1.

The original cohort consisted of 1016 infants. Of these, the transcriptome and meta-transcriptome data were obtained in 244 infants who

were randomly-selected from the cohort, contributing to the analytic cohort.

We confirmed reproducibility of the experimental findings using same code and dataset. However, we did not perform external validation.
This is the first study that has showed complex interplay between host response, microbial composition, and its function, and their integrated
relationship with the disease severity.

This study should facilitate further validation research.

Not applicable. This is not a randomized trial. Besides, we do not have a "control" group. In this study, we have analyzed 244 infants with
severe bronchiolitis.

This is an observational study, so blinding is not applicable.




