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Treatment

Unknowns_

Bacteroides
Ruminiclostridium
Flavonifractor
Lactobacillus
Anaerotruncus
Ruminiclostridium 5
Ruminiclostridium 9
Lachnoclostridium
Eisenbergiella
Alistipes
Ruminococcaceae NK4A214 group
Bilophila
Christensenellaceae R-7 group
Faecalibacterium
Ruminococcaceae UCG-014
Subdoligranulum
Intestinimonas
Anaerofilum
Lachnospira
Oscillospira
Ruminococcaceae UCG-010
Gelria
Desulfovibrio
Ruminococcaceae UCG-004
Intestinibacter _
Hydrogenoanaerobacterium
Faecalitalea
Ruminococcus 2
Eubacterium] ventriosum group

eptococcus
Ruminococcaceae VOD2013 group
Caldicoprobacter
Marvinbryantia
Asteroleplasma
Megamonas _
Phascolarctobacterium
Parabacteroides
Anaeroplasma
Enterobacter
Sutterella
Butyricimonas _
Clostridium sensu stricto 1
Comamonas
Campylobacter *
Proteus ,
Pseudoflavonifractor
Lachnospiraceae UCG-010
Lachnospiraceae UCG-008
Blautia
Enterococcus
Tyzzerella 3
Lachnospiraceae FCS020 group
Lachnospiraceae NK4A13 group
Ruminococcaceae UCG-01
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Supplementary S2-MINT
Analysis.pdf: MINT study-wise
discriminant analysis between

treatments (N, HW, and O). The
algorithm is a two-step process where
(a) two components were found that
reduce the classification error rates
(using  mahalanobis.dist in the
function) in the algorithm, showing
the ordination of samples using all the
genera in the first two components
(MINT PLS-DA) with ellipse
representing 95% confidence interval
and percentage variations explained
by these components in axes labels. In
step two, (b) the number of
discriminating genera were found for
each component, highlighted as
diamonds, (c) is similar to (a) however
the ordination was considered using
the discriminants from two
components (MINT sPLS-DA); (d)
shows the heatmap of these
discriminant genera, with both rows
and columns ordered using
hierarchical (average linkage)
clustering to identify blocks of genera
of interest. Heatmap depicts TSS+CLR
normalised abundances: high
abundance (pink) and low abundance
(blue), along with metadata drawn on
top. Table on the right side shows the
summary statistics for Campylobacter
reads obtained for each category.

*Campylobacter Reads in 16S rRNA Samples
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o7 0 0 0
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