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Supplemental 1: Correlation between Shannon diversity index and bacterial load of the neonatal

calf upper respiratory tract. The bacterial load was measured via proxy of the number of 16S

rRNA genes. Samples from all sampling time points are represented.
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Supplemental 2: Mean relative abundance of the genus Pseudomonas according to postnatal age
at sample collection (3, 14, 28, 35 days) and health status (healthy = green, otitis = orange,
pneumonia = pink, and pneumonia-otitis combined = red). Error bars are positioned around the
means and represent the standard error of the mean, and contours show regions of data density.
Dunnett’s multiple comparison procedure was used to compare each disease status (otitis,
pneumonia, and pneumonia-otitis combined) against the status “healthy” within each sample
collection age. *° different superscripts on a series of data points indicate a significant difference

(P < 0.05) between the respective health status categories within each age group sampled.
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Supplemental 3: Mean relative abundance of the genus Escherichia according to postnatal age

at sample collection (3, 14, 28, 35 days) and health status (healthy = green, otitis = orange,

pneumonia = pink, and pneumonia-otitis combined = red). Error bars are positioned around the

means and represent the standard error of the mean, and contours show regions of data density.

Dunnett’s multiple comparison procedure was used to compare each disease status (otitis,

pneumonia and pneumonia-otitis combined) against the status “healthy” within each sample

collection age. *° different superscripts on a series of data points indicate a significant difference

(P < 0.05) between the respective health status categories within each age group sampled.
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Supplemental 4: Relative abundance of the genus Corynebacterium by health status (healthy =
green, otitis = orange, pneumonia = light red, and pneumonia-otitis = dark red) and postnatal age
at sample collection (3, 14, 28, and 35 days). Error bars are positioned around the means and
represent the standard error of the mean, and contours show regions of data density. Dunnett’s
multiple comparison procedure was used to compare each disease status (otitis, pneumonia and
pneumonia-otitis combined) against the status “healthy” within each sample collection age. *”
different superscripts on a series of data points indicate a significant difference (P < 0.05)

between the respective health status categories within each age group sampled.
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