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Figure S1: Number of reads obtained after bioinformatic processing shown as (a) number of reads per 
OTU (or amplicon sequence variants - ASVs) and (b) number of reads per sample.
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Figure S2: Rarefaction of final taxonomic data from microbiome analysis
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Figure S3: Alpha diveristy analysis using Observed, Chao1, ACE, Shannon, Simpson and Inverse 
Simpson metrics
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Figure S4: Alpha diveristy analysis using Observed, Chao1, ACE, Shannon, Simpson and Inverse 
Simpson metrics for subset data
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Figure S5: Heatmap showing relative abundance of top 20 phylum taxa identified from samples 
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Figure S6: Heatmap showing relative abundance of top 30 class identified from samples 
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Figure S7: Heatmap showing relative abundance of top 40 order taxa identified from samples 
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Figure S8: Heatmap showing relative abundance of top 60 family taxa identified from samples
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Figure S9: Heatmap showing relative abundance of top 80 genera identified from samples

9



−0.10

−0.05

0.00

0.05

0.10

0.0 0.1 0.2
Axis.1   [42.6%]

A
xi

s.
2 

  [
20

.6
%

]

sampleDescription

S

Bb

PcBt1

PcBt2

PcBt3

PcBt4

SOD 01

SOD 02

SOD 03

MDS/PCoA on weighted−UniFrac distance

Figure S10: Principal coordinate analysis (multidimensional scaling) of distance matrix using weighted 
UniFrac metrics. Coordinates for axis 1 and 2 are showin in plot.

10



S
O

D
 0

1

S
O

D
 0

2

S
O

D
 0

3

S

B
b

P
cB

t1

P
cB

t2

P
cB

t3

P
cB

t4

0.
3

0.
4

0.
5

0.
6

0.
7

0.
8

0.
9

Cluster Dendrogram

hclust (*, "average")
GPUF

H
ei

gh
t

Figure S11: Hierarchical Clustering using UniFrac dissimilarity and UPGMA method.

11



S

S
O

D
 0

1

S
O

D
 0

2

S
O

D
 0

30.
55

0.
65

0.
75

0.
85

0.
95

Cluster Dendrogram

hclust (*, "average")
GPUF

H
ei

gh
t

Figure S12: Hierarchical Clustering using UniFrac dissimilarity and UPGMA method of Group A sample group in the present study
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Figure S15: Phylogenetic tree using alignment and UPGMA method done in muscle64 of two sample groups 
in the present study
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Figure S16: Combined heat map and phylogenetic tree of ASVs with => 1000 total reads (n = 38) 
from samples. 
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Figure S17: Combined heat map and phylogenetic tree of ASVs with => 500 total reads(n = 76) from samples. 
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