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Data base ZH H| .t I's' AiBiotics
02BE010114
Dragen 165-DADA2 165-Greengene
Percentage| Percentage Percentage
228700 271 271 197520 210 19113.00 21.07 2107
133910 159 430 142490 152 16976.00 18.72 39.79
72370 86 516 5988.0 64 6711.00 740 4719
42770 5.1 56.6 54240 58 5785.00 6.38 53.57
37930 45 61.1 41680 44 472300 521 58.78
30900 37 648 Alloprevotella 40320 43 3978.00 439 63.16
27510 33 68.1 Barnesiella 37320 40 313900 346 66.62
24780 29 710 30220 32 3074.00 339 70.01
20340 [ 24 734 Alistipes 29740 | 32 4 |] 243400 | 268 | 7270
16300 19 754 28380 30 - 2089.00 230 75.00
16030 | 19 773 25620 | 27 | 203300 | 224 | 7724
Sphingobium 14710 17 790 1926.0 20 1878.00 207 7931
1199.0 14 804 19030 20 1741.00 192 8123
11820 14 818 16920 18 1536.00 169 8292
Anaerostipes | 10430 12 831 16740 18 1500.00 165 8458
9640 1.1 842 | |Lachnospiracea_incertae_sedis| 1427.0 15 135800 1.50 86.07
9530 11 853 1186.0 13 1135.00 125 8733
Ruthenibacteriun| 934.0 1.1 864 Gemmiger 10420 | 11 6 || 92200 102 8834
Lachnoclostridiur{ 895.0 11 875 10280 11 875.00 096 8931
8370 10 885 803.0 09 721.00 079 90.10
unclassified Blau{ 798.0 09 894 Oscillibacter 8020 03 699.00 077 90.87
667.0 08 902 Fusicatenibacter 7840 | 08 3 ] 60600 | 067 | 9154
639.0 08 910 Intestinimonas 690.0 07 480.00 053 9207
Lachnospira 598.0 07 917 685.0 07 897 hascolarctobacterium | 438.00 048 9255
556.0 07 924 601.0 06 904 Pectinatus 426.00 047 93.02
Phascolarctobacterif 497.0 06 929 5880 06 910 Coprococcus 360.00 040 9342
Oscillibacter | 4290 05 935 5180 06 916 Alkaliphilus 309.00 034 93.76
Christensenella | 4160 05 940 Phascolarctobacterium 4600 05 920 Escherichia 301.00 033 94.09
Flavonifractor | 309.0 04 943 Escherichia/Shigella 4220 04 925 Dysgonomonas 243.00 027 9437
Anaerotignum | 2850 03 947 Anaerostipes 3890 04 929 Negativicoccus 24800 027 9464
Streptococcus | 2610 | 03 950 | | 300 | o4 | 933 Streptococcus 20700 | 023 | 9487
unclassified Bacter| 2470 03 953 Flavonifractor 3440 04 936 Anaerotruncus 180.00 020 95.07
unclassified Alist{ 2280 03 955 Clostridium_sensu_stricto 3340 04 940 Sphingobacterium 154.00 017 9524
Odoribacter | 186.0 02 957 Ruminococcus2 3100 03 943 Pedobacter 147.00 0.16 9540
Clostridioides | 160.0 02 959 Parasutterella 2890 03 946 Anaerostipes 145.00 0.16 95.56
Ruminococcus | 1350 02 96.1 Clostridium_IV 2880 03 949 Haemophilus 136.00 0.15 9571
Lactobacillus 1100 0.1 96.2 Eisenbergiella 2700 03 952 Slackia 135.00 0.15 95.86
Herbaspirillum 990 0.1 96.3 Haemophilus 2410 03 955 Desulfovibrio 130.00 0.14 96.00
Spirosoma 96.0 0.1 96.5 Romboutsia 2240 02 957 Serratia 125.00 0.14 96.14
unclassified Clostri{ 96.0 0.1 96.6 Streptococcus 2000 02 959 Delftia 121.00 013 96.27
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Prematur 30%0| THEf QIR preeclamp placenta placenta  oligohydram intubatio
=49 RNY HEAM =S2A HE viBW ity o XHE A _F o H2ZE?l DM labor PROM sia  abruption  previa nios RDS TTN anomaly IUGR n E0|ArEH
2021.05.18 NICU 1 973M 1 1 1 26 4 1 0 0 0 0 0 0 0 1 0 0 0 1
2021.05.18 NICU 0 973 M 1 1 1 26 4 1 0 0 0 0 0 0 0 1 0 0 0 1
@ Bacteroidetes Firmicutes (i} Proteobacteria (il Actinobacteria Verrucomicrobia (il Fusobacteria (il 7IE! -@- AVG @ Bacteroidetes Firmicutes (i} Proteobacteria (i} Actinobacteria Verrucomicrobia (i} Fusobacteria [ ~I€f
—@- AVG
Prevotella
3.0e+5 5.0e+5

Prevptela

Joers Strepcoccus 2| 524%t 37t

Fusobacteria 57}

Rothia
Corynebacteriu

L autropia

cadiofustis

B Bacteroidetes Firmicutes ()

H
5
D Bacteroidetes Firmicutes ()
-O- AVG

Rurvznr\;ms 6.0e+5

Ruminococcus
179%
Bacteroidetes

50e45 -
1.0e+5
10e+4
10843
10842
1.0e41
10e+0
&
o

o o
o e o

Bacteroides

31.62%

1.0e+5 4
Bacteroides
35.19

02BE010029

02BE010028 1.0e+4 {

Prevotella

66.59%

Prevotella

62.47% 10e43

10e42 0 Bacteroides ([ Prevotella () Ruminococcus

D Bacteroides [ Prevorella () Ruminococcus

1.0e+1

o & -

e s
- - - «

1.0e+0 4







N\ o5 e

1. Phylum classification result I 1 AiBiotics
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Genus LevelO| M= 2 {2} EftH2| Microbiome2 & fAHE0| ALt
— Bq YU EHO F2 £2 Prevotella, Bacteroides, Alloprevotella, Sutterella, Megamonas
— B]Q Ett FAHQ HIHARES BR0AM Ha 1% WLl EfHO M= Ct R2 0.67% TE2E H57

=T
MRS s ofL|2}t Species Level OIA = FAMIS 20| QUCL [ CHEE

Genus A B C D E
29 Efj & 28 Efj & 28 Efj & 28 Efj & 28 Efj&
Prevotella 19.89% 18.23% 21.29% 61.69% 18.58% 18.68% 20.12% 15.79% 22.00% 18.64%
Bacteroides 17.73% 20.00% 17.11% 7.09% 14.57% 21.04% 16.49% 21.15% 17.04% 21.50%
Alloprevotella 4.81% 3.74% 4.61% 0.14% 3.80% 3.36% 4.73% 3.54% 4.48% 3.82%
Sutterella 5.28% 3.57% 5.00% 6.86% 4.45% 3.58% 4.46% 3.62% 4.99% 3.73%
Megamonas 6.42% 5.13% 6.69% 0.15% 5.30% 5.34% 6.61% 4.23% 6.43% 5.24%
Dialister 4.08% 2.99% 3.87% 4.40% 3.92% 3.03% 4.07% 2.61% 4.43% 3.14%
Faecalibacterium 2.78% 2.80% 3.07% 2.68% 2.50% 3.91% 2.53% 3.37% 2.59% 3.43%
Alistipes 3.36% 4.31% 3.36% 0.29% 2.97% 3.38% 3.27% 3.69% 3.57% 3.63%
Barnesiella 3.84% 3.17% 3.80% 0.10% 3.32% 2.95% 3.35% 2.50% 3.94% 2.64%
Roseburia 2.75% 2.69% 2.71% 1.14% 2.06% 2.21% 3.52% 2.43% 2.48% 2.43%
Parabacteroides 1.98% 2.16% 2.02% 0.90% 1.82% 2.35% 1.69% 2.04% 2.14% 2.52%
Veillonella 1.16% 1.77% 1.23% 0.50% 1.17% 1.99% 1.08% 1.75% 1.11% 1.45%
Bifidobacterium 0.97% 0.66% 0.99% 0.22% 3.90% 0.82% 0.85% 0.61% 0.91% 0.78%
Staphylococcus 0.06% 0.09% 0.09% 0.00% 5.56% 0.08% 2.59% 0.05% 0.04% 0.09%
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~ EfHO| M BEE|= Bifidobacterium 52| =2 R & ER0 Jo A HOAM R & Az =3 Jts
A B C D E
QA
28 EH®  B§  HW 28 B 28 EM 28 E
Bifidobacterium 0.97% 0.66% 0.99% 0.22% 3.90% 0.82% 0.85% 0.61% 0.91% 0.78%
Lactobacillus 0.12% 0.18% 0.09% 0.01% 0.08% 0.12% 0.10% 0.10% 0.07% 0.20%
[ Bifidobacterium [ Lactobacillus
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Define the Connection Between the Maternal-Infant Microbiome & Long-
Term Health to Establish New Mechanisms of Action, Develop Therapeutic &

Nutritional Products, and Proactively Reduce Disease Risk

MAY 17-19, 2022 | BOSTON, MA

Welcome to the 4th Microbiome Movement - Maternal & Infant Health Summit 2022

The 4th Microbiome Movement -Maternal & Infant Health Summitis returning, in person, on May 17-19, 2022 with the goal of
uniting expertindustry and academic minds to tackle the biggest challenges in the understanding, targeting and treatment
creation for the maternal and infant microbiome.

This summit is the only place where you will find such a collaborative and engaged group of speakers and attendeeswith a
diverse group of backgrounds in academia, drug discovery, nutritional product creationand clinical health care - you can be sure
to hear a wide range of opinions and perspectives.

Ensure you do not miss out on the latest and greatest work in fields relating to the microbiome such as maternal health, the
vaginal microbiome, harnessing the microbiome for pr ive treatment, ilk, pre-term birth and infant
allergic/metabolic disease.

2022 World-Class Speaker Faculty Include:
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Devon Kuehn Dorottya Nagy-Szakal Maria Brooks Nikole Kimes Shrish Budree
Chief Medical Officer Chief Medical Officer Senior Director Founder & Chief Executive Medical Director
ByHeart Biotia Evolve Biosystems Officer Finch Therapeutics





