Longitudinal profiling of low-abundance strains in microbiomes with ChronoStrain
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within a target species, using:

Prior literature reports strain-level stability of microbiomes. ChronoStrain’s
outputs agree with this: across all of UMB healthy + dysbiotic cohorts,
ChronoStrain predicts higher within-phylogroup abundance correlations
across time.

(1) Arbitrary user-defined genomic markers

(e.g. fimbriae, toxins, ABX resistance)
(2) Times of sample collection We ran analysis on the Baby Biome Study: a cohort of 596 infants, whose stool samples were
collected and metagenomically sequenced on days 4, 7, 21 after birth. We analyzed a subset of
~189 1nfants’ samples from which 1solates were cultured and assembled. A previous analysis of

(3) Full read information: nucleotides and quality scores (Comparison: Time-Series Correlation )
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