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Tanzania data set

568 samples from Tanzania

Host
- Adult village population

- Chimpanzees (Issa valey)
B chimpanzees (Mahale/Moshi)

- Hadza population
. School children population



Read mappings to genomic2_20191017
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Read mappings to genomic2_20191017

P.C. 2 (7.0% explained variation)
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Metagenome-Assembled Genomes (MAGs)




Metagenome-Assembled Genomes (MAGs)




Abundance of MAG Species
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Alpha diversity

Shannon diversity index
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P.C. 2 (11.0% explained variation)
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P.C. 2 (11.0% explained variation)

PCA - species
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P.C. 2 (7.0% explained variation)
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Phyl

um difference

phylum
Actinobacteriota

Bacteroidetes

. Campylobacterota

. Chloroflexota
. Cyanobacteria

Desulfobacterota

Elusimicrobiota
Euryarchaeota
Fibrobacterota
Firmicutes
Fusobacteriota
Planctomycetota

Proteobacteria

- Spirochaetota
. Synergistota

. Thermoplasmatota
. Verrucomicrobiota



Strain differences within MAG species




Host diversity in MAGs
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MAG taxonomy and R?
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MAG taxonomy and R?

Cluster superkingdom phylum

Bacteria

Bacteria

Bacteria

Bacteria

—ue e

Archaea

Bacteria

Bacteria

Bacteria

Bacteria

Bacteria

Bacteria

Bacteria

Firmicutes

Proteobacteria

Firmicutes

Bacteroidetes

Numdtmaalhacr~aia
R S R TR

Euryarchaeota

class

Clostridia

Gammaproteobacteria

Clostridia

Bacteroidia

/2 PRV DN T D S

T S e ]

Methanobacteria

Actinobacteriota Actinobacteria

Bacteroidetes

Bacteroidetes

Bacteroidetes

Firmicutes

Bacteroidetes

Bacteroidetes

Bacteroidia
Bacteroidia
Bacteroidia
Negativicutes
Bacteroidia

Bacteroidia

order

Oscillospirales

Enterobacterales

Christensenellales

Bacteroidales

Fadtmvabhactrnvalaa

R SR Sy

Methanobacteriales
Actinomycetales
Bacteroidales
Bacteroidales
Bacteroidales
Veillonellales
Bacteroidales

Bacteroidales

family
Acutalibacteraceae

Enterobacteriaceae

B TR T SR R R RO R

Methanobacteriaceae
Bifidobacteriaceae
Bacteroidaceae
Bacteroidaceae
Bacteroidaceae
Dialisteraceae
Bacteroidaceae

Muribaculaceae

genus

Ruminococcus

Escherichia

AcathAlhantAw
vt e

UBA11524

CAG-279

Methanobrevibacter
Bifidobacterium
Prevotella

Prevotella
Bacteroides

Dialister

Bacteroides

Co41

species
Ruminococcus

Escherichia flexneri

AN ~nthhAlhantav FanAin
P DT e e — re e

UBA11524 sp000437595

CAG-279 sp000437795

[ SRRSO ey a7aYaV Eo K Neolol o
vvvvvvvvvvvvvvv it

Methanobrevibacter
Bifidobacterium adolescentis
Prevotella sp003447235
Prevotella sp900313215
Bacteroides

Dialister sp000434475
Bacteroides uniformis

NA




MAG taxonomy and R

cies
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Gene trees

C24.allgenes.astral.branch_length.clean.tree

C24.singlecopy.astral.branch_length.clean.tree

C24.aligenes_skip.astral.branch_length.clean.tree

C24.singlecopy_skip.astral.branch_length.clean.tree

C24
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Strain differences by biological process
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Strain differences by biological process
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B3 biosynthetic process

B3 carbohydrate metabolic process

B3 gluconeogenesis

- methylation

B3 nitrogen compound metabolic process
B3 oxidation-reduction process

E3 proteolysis



R? Host population
o

Strain differences by biological process

M

R? Host population
o

® Adult village population

® Hadza population

® School children population
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Thank you for your attention



