Supplementary Information

S1: Popular DNA extraction kits and their lysing mechanisms for bacterial cell wall in

different body fluid/tissue categories
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] ) ] Reduce or omit Fecal (43)
] Mechanical lysing with ] )
MoBio ) mechanical lysis samples
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PowerSoil kit . . to prevent
enzymatic lysis at RT .
overshearing
QIAmp DNA Enzymatic lysis with Add mechanical Fecal (41)
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nzymatic lysis wi
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Powersoil kit
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https://paperpile.com/c/fs4kg0/kzPwb
https://paperpile.com/c/fs4kg0/D5luW
https://paperpile.com/c/fs4kg0/d6fks
https://paperpile.com/c/fs4kg0/wiYcC

S2: Bioinformatics pipeline for amplicon sequence data and shotgun data
(A) and (B) depict a basic pipeline and steps involved in processing of amplicon sequence
data and shotgun data respectively. (C) Enlists potential options for using machine learning

algorithms for making predictions based on amplicon sequence and shotgun data.

A. Amplicon data

Read processing
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Preliminary
data processing

« Quality control and merging
(if paired-end data)

« Read clustering (OTUs) at 97%, 98%, 99%
using denovo, closed-ref, open-ref
OR non-clustered data (ASVs)

- Generate abundance table

+ Assign taxonomy upto family or
genus level

» Main databases: RDP, Silva and
Greengenes

« Rarefaction

- Taxonomic abundance plots

« Shannon index for alpha diversity
+ PCA/PCoA plots for beta diversity

B. Shotgun data

Read processing
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Preliminary
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« Quality control

+ Assign reads to genomes in a
reference database: directly
OR assemble reads into contigs
and then assign to genomes

« Assign reads to genes using
clade-specific markers

« Functional profiling
+ Taxonomic abundance profile

C. Predictive modelling
Train prediction classifiers using machine learning

algorithms like:

(1) Random-forests

(2) Deep neural networks

(3) Support vector machine




