Supplementary Figure 1: Taxonomic Hits Distribution of Five (CP+S) patients sample: The
charts represent the distribution of taxa using a contigLCA algorithm finding a single consensus

taxonomic entity at Phylum level on each individual sample.

Supplementary Figure 2: Taxonomic Hits Distribution of Five (CP+S) patients sample: The
charts represent the distribution of taxa using a contigLCA algorithm finding a single consensus
taxonomic entity at genus level on each individual sample.

Supplementary Figure 3: Taxonomic Hits Distribution of Five (S) Control sample: The
charts represent the distribution of taxa using a contigLCA algorithm finding a single consensus
taxonomic entity at Phylum level on each individual sample.

Supplementary Figure 4: Taxonomic Hits Distribution of Five (S) Control sample: The
charts represent the distribution of taxa using a contigLCA algorithm finding a single consensus
taxonomic entity at genus level on each individual sample.

Supplementary Figure 5: Alpha diversity of five control (a) and experimental (b) samples:
The above images show the range of a-diversity values. The min, max, and mean values are
shown, with the standard deviation ranges (¢ and 20) in different shades. The a-diversity of this
metagenome is shown in red.

Supplementary Figure 6: Rarefaction curve of five control (a) and experimental (b)
samples: The plot shows the rarefaction curve of the total number of annotated species richness

per sample as a function of the number of sequences sampled.



Supplementary Table 1: Screening of 30 Chronic Periodontitis (CP) patients where, five
patients (CP_B1, CP_B2, CP_C1, CP_C2, CP_D1) with the history of smoking and tobacco
chewing, bleeding on probing, Periodontal pockets > Smm and having Clinical attachment loss
(CAL) were selected as experimental group (CP+S). Five patients of corresponding age group
(CP_6, CP_7, CP_8, CP_15, CP_20) with the history of no smoking and tobacco chewing,
bleeding on probing, Periodontal pockets > Smm and having Clinical attachment loss (CAL)
were included as control group. Raw reads and filtered consensus sequences (CCS) obtained

after demultiplexing of barcoded individual samples.

Group Sample | Age | Raw Reads | Filtered Reads
Control (CP without smoking) CP6 50 18441 12727
CP7 60 22446 18378
CP8 60 14842 7825
CP15 55 14778 10887
CP20 66 11332 5860
Experimental (CP with Smoking) | CP_D1 | 60 12658 1379
CP Bl |42 21749 19564
CP_B2 |50 15976 10155
CP_Cl1 |47 14342 5197
CP_C2 |67 16982 7194
Total Reads 163546 99166




Bacterodetes - 1,115 (65 98%)

Actinobactena - 173 (10.24%)

unclassified (denved from Bactena) - 145 (8 58%)
Fumicutes - 124 (7.34%)

Fusobactena . 62 (3 67%)

Proteobacteria - 54 (3 20%)

Spirochaetes - 14 (0.83%)

Arthropoda - 3 (0 18%)

Firmicutes - 1215 (64 70%)

Bacteroidetes - 491 (26 14%)

Actinobacteria - 108 (5.75%)

unciassified (denved from Bacteria) - 38 (2.02%)
Fusobactena - 17 (0.91%)

Protecbactena - 9 (0 48%)

cP_C1

Bacterodetes - 2,609 (57 30%)

Firmicutes - 807 (17.72%)

Spirochaetes - 445 (9 77%)

Fusobactena - 383 (8 41%)

Proteobactena - 89 (1.95%)

Asrthropoda - 79 (1.74%)

Actinobactena - 72 (1.58%)

unclassified (Genved from Bactena) - 50 (1.10%)
Synergistetes - 12 (0 26%)

Tenencutes - 7 (0.15%)

Bacteroidetes - 438 (59 75%)

Firmicutes - 156 (21 28%)

Fusobactena - 38 (5.16%)

Spirochaetes - 28 (3 82%)

Actinobactena - 27 (3 68%)

unclassdied (denved from Bactena) - 21 (2.86%)
Proteobactena - 19 (2.59%)

Astheopoda - 4 (0.55%)

Tenencutes - 1 (0 14%)

Streptophyta - 1 (0.14%)

cP_C2

Bacteroidetes - 301 (59.84%)

Firmecutes - 81 (16.10%)

Spirochaetes - 56 (11.13%)

Fusobacteria - 33 (6.56%)

unclassified (denved from Bactena) - 16 (3. 18%)
Actinobactena - 12 (2 39%)

Tenericutes - 2 (0.40%)

Synergistetes - 1 (0.20%)

Arthropoda - 1 (0.20%)

CP_D1

Supplementary Figure 1



B Capnocytophaga - 386 (41 96%)

B unclassified (derived from Bacteria) - 145 (15 76%) W Veilionella - 1,154 (73.60%)

B Porphyromonas - 117 (12 72%) B Capnocytophaga - 244 (15 56%)

W Actinomyces - 63 (6.85%) B Prevotefla - 65 (4.15%)

W Nessena - 43 (4 67%) B unclassified (derived from Bactena) - 38 (2.42%)

W Veillonella - 40 (4.35%) W Actinomyces - 33.(2 10%)

W Prevotella - 36 (3.91%) B Porphyromonas - 7 (0 45%)

W Leptotrichia - 14 (1 52%) W Fusobacterium - 7 (0 45%)

B Fusobactenium - 13 (1.41%) B Neisseria - 6 (0.38%)

B Riemerella - 11 (1.20%) B Corynebactenum - 4 (0 26%)

B Treponema - § (0 98%) W Leptotnchia - 3 (0.19%)

W Selenomonas - 8 (0.87%) CP c1 B Flavobactenum - 2 (0.13%)

W Halomonas - 7 (0.76%) 1 W Rothia -2 (013%)

W Bacteroides - 5 (0.54%) w (derived from C Family XI
W Selenomonas - 1 (0.06%)

B Porphyromonas - 129 (31 16%) B Porphyromonas - 1,106 (34 41%)

W Prevotella - 115 (27 78%) W Prevotela - 898 (27 94%)

B Veilonella - 54 (13.04%) M Fusobactenum - 269 (8.37%)

B unclassified (derived from Bacteria) - 21 (5.07%) W Veiloneiia - 265 (8.25%)

W Neisseria - 16 (3.86%) W Tréoonenia - 164 (5 12%)

W Streptococcus - 14 (3 38%) : copmm::;’j:;f;::’:)

B Capnocytophaga - 14 (3 38%) n M S

. Fusabeckii =11 z50%) B unclassified (derived from Bactenia) - 50 (1 56%

W Treponema - 7 (1.69%) B Leptotrchia - 39 (1.21%)

W Leptotrichia - 5 (121%) W Dialister - 22 (0.68%)

B Actinomyces - 4 (0.97%) CP_C2 w capnocytopnaga- 20 (062%)

W Coptotermes - 4 (0.97%) W Atopobium - 16 (0.50%)

B Riemerella - 3 (0.72%) W Tannerela - 14 (0 44%)

CP BZ B Tannerelia - 3 (0.72%)

Porphyromonas - 153 (45.27%)

Prevotelia - 58 (17.16%)

Veilionedla - 36 {10 65%)

Treponema - 24 (7.10%)

Fusobactenum - 23 (6.80%)

unclassified (dernved from Bactena) - 16 (4 73%)
Actinomyces - 5 (1 48%)

Leptotrichia - 4 (1.18%)

Tanneretia - 3 (0.89%)

Capnocytophaga - 3 (0.89%)

Onbacterium - 2 (0.59%)

Mycoplasma - 2 (0 59%)

unctassified (derived from Clostridiales Famdy XI. Incest
Eubactenum - 1 (0.30%)

CP_D1

Supplementary Figure 2



Famicutes - 2,780 (80.71%)

= W Bacterodetes - 8,797 (77 95%)
W Bacteroidetes - 440 (12 73%) W Fusobacteria - 946 (10.85%)
B Actinobacteria - 128 (3 70%) B Fimicutes - 616 (7.06%)
B Fusobactena - 42 (1.21%) W Spirochaetes - 193 (221%)
B unclassified (derived from Bacteria) - 38 (1.10%) B Actinobacteria - 101 (1 16%)
W Proteobactena - 11 (0.32%) W unclassified (derived from Bacteria) - 30 (0.34%)
W Sprochaetes - 5 (0 14%) W Proteobactena - 22 (0 25%)
W Synergistetes - 1 (0 03%) MW Tenencutes - 12 (0.14%)
W Chordata - 1(0.03%) W Synergistetes - 2 (0.02%)
B unclassified (derived from unclassified sequences) - 1 (( CP 7 W Arthropoda - 1 (0.01%)
CP_6 -
W Femicutes - 2,160 (37 22%)
M Actinobacteria - 1,924 (44 38%) B Bacteroidetes - 2,008 (34 57%)
W Firmicutes - 1284 (29 62%) W Fusobactena - 1,137 (19.56%)
B Bacteroidetes - 953 (21.98%) W Actinobactena - 419 (7 22%)
B Fusobacteria - 131 (3.02%) B unclassified (Gerived from Bacteria) - 38 (0.85%)
W Proteobactena - 19 (0.44%) W Sprochaetes - 22 (0.38%)
W unclassified (denived from Bacteria) - 16 (0.37%) 8 Fromobecieia-1110.10%)
B Spirochaetes - 8 (0.18%) W Chordata - 6 (0.10%)
W Arthropoda - 4 (0.07%)

CP_15

Bacteroidetes - 1 557 (55 33%)

Firmicutes - 763 (27 11%)

Fusobactena - 217 (7.71%)

Spirochaetes - 164 (583%)

Actinobactena - 74 (2 63%)

unclassified (denved from Bactena) - 21 (0.75%)
Synergistetes - 6 (0.21%)

Proteobactena - 4 (0.14%)

Tenericutes - 4 (0.14%)

Arthropoda - 2 (0.07%)

Nitrospirae - 1 (0.04%)

unciassified (denved from unclassified sequences) - 1 ((

CP_20

Supplementary Figure 3



cP_8

Vedlonela - 2 673 (82 99%)
Prevotella - 350 (10.87%)
Actinomyces - 43 (1.33%)
unclassified (derved from Bactena) - 38 (1 18%)
Fusobacténum - 30 (0 83%)
Porphyromonas - 29 {0.90%)
Capnocytophags - 16 (0 50%)
Streptococcus - 8 {0 25%)
Gemelia - 5 (0.16%)
Nessena - 4 (0.12%)
Treponema - 4 (0 12%)
Rothia - 3 (0 05%)
Leptotrichia - 3 (0.09%)
Selenomonas - 2 (0.06%)

CP_7

Actinomyces - 1,335 (45.38%)
Prevotella - 640 (21 75%)
Corynebactenum - 308 (10.47%)
Veilionetia - 236 (8 02%)
Selenomonas - 104 (3 54%)
Capnocytophaga - 104 (3 54%)
Fusobacterium - 81 (2.75%)
Porphyromonas - 31 (1.05%)
Streptococcus - 29 (0.99%)
Leptotnchia - 20 (0.68%) >
unclassified (derved from Bactena) - 16 (0 54%)
Rothia - 9 (0.31%)
Treponema - 5 (0.17%)
Campylobacter - 4 (0.14%)

CP_15

Prevotella - 530 (35.01%)
Porphyromonas - 253 (16.71%)
Capnocytophaga - 252 (16 64%)
Veilionella - 157 (10.37%)
Selenomonas - 73 (4.82%)
Fusobacterium - 69 (4 56%)
Treponema - 49 (3 24%)
Leptotnchia - 26 (1.72%)

Actinomyces - 20 (1.32%)
CP 20 Corynebactenum - 9 (0.59%)
- Abiotrophia - 5 (0.33%)
Tannerella - 5 (0.33%)

Supplementary Figure 4

unclassified (denived from Bactena) - 21 (1.39%)

unclassified (denived from Clostndiales Famdy XI. Incen

Porphyromonas - 5,382 (75.87%)
Fusobacterium - 617 (8 70%)
Prevotelia - 297 (4.19%)
Treponema - 187 (2.64%)
Capnocytophaga - 108 (1.52%)
Leptotnchia - 99 (1.40%)
Veillonella - 82 (1.16%)
Abiotrophia - 71 (1.00%)
Bacterodes - 44 (0 62%)
Tannerella - 34 (0 48%)
unclassified (derived from Bactena) - 30 (0.42%)
Actinomyces - 28 (0.39%)
Selenomonas - 15 (0.21%)
Mycoplasma - 12 (0.17%)

Prevotesa - 1,293 (38 23%)
Veilicnella - 813 (24 04%)
Leptotichia - 288 (8 46%)
Capnocytophaga - 224 (6 62%)
Actinomyces - 223 (6 59%)
Selenomonas - 181 (5.35%)
Porphyromonas - 124 (3 67%)
Corynebacterium - 110 (3.25%)
Fusobactenum - 51 (1.51%)
unclassified (derved from Bacteria) - 38 (1 12%)
Treponema - 7 (0.21%)
Streptococcus - 5 (0.15%)
Coptotermes - 4 (0.12%)
Eubactenum - 2 (0.06%)
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CP-6: The o-diversity of this data set is 10 species.
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CP-8: The o-diversity of this data set is 28 species.
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CP_7: The o-diversity of this data set is 13 species.
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CP_15: The o-diversity of this data set is 39 species.
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CP-20: The o-diversity of this data set is 72 species.
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CP-Bl: The o-diversity of this data set is 7 species.
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CP_C1: The u-diversity of this data set is 12 species.
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CP_B2: The o-diversity of this data set is 36 species.
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CP_C2: The o-diversity of this data set is 10 species.
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CP_D1: The o-diversity of this data set is 20 species.
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Supplementary Figure 5
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Supplementary Figure 6




