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Quantitative microbiome profiling link
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Background
The human intestinal tract is populated by an ecological
mmunity of ¢ isrrs, the gut miceobiome, This

complex community plays an important rle in health and
disease [1-7] and varies greatly among individuals. Next
generation sequencing of the 165 rRNA gene allows profil-
ing of the bacterial and archaeal components of the gut
microblome at unprecedented preeision and depth [8-10].
Computational tools such as QUME [11] and mothur [12]
cluster reads into operational taxonomic units (OTUs)
[18], which may then be jointed into taxonomic groups at
the genus, family, order, class, and phylum level.
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A: RNA processing and modification(3)

B: Chromatin structure and dynamics(0)

C: Energy production and conversion(305)

D: Cell cycle control, cell division, chromosome partitioning(40)
E: Aming acid transport and metabolism(344)

F: Nucleotide transport and metabolism(91)

G: Carbohydrate transport and metabolism(343)

H: Coenzyme transport and metabolism(116)

I: Lipid transport and metabolism(91})

J: Translation, ribosomal structure and biogenesis(176)

K: Transcription(302)

L: Replication, recombination and repair(251)

M: Cell wall/membrane/envelope biogenesis(267)

N: Cell motility(65)

O: Posttranslational medification, protein turnover, chapercnes(148)
P: Inorganic ion transport and metabolism{(243)
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R: General function prediction only(333)

$: Function unknown{661)

T: Signal transduction mechanisms{134)

U: Intracellular trafficking, secretion, and vesicular transport(56)
V: Defense mechanisms(45)

W: Extracellular structures(0)

Y: Nuclear structure(0)

Z: Cytoskeleton(0)
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Scaffold Length (bp)

2339536

Scaffold Length (bp)

2611712

Scaffold Length (bp)

2847366

Scaffold Length (bp)

2829752

Scaffold Length (bp)

4230437

Scaffold Length (bp)

2168965

Scaffold Number

43

Scaffold N50 (bp)

125570

iR ERAEEE ST

Scaffold Number

45

Ft

Scaffold Number

31

=G

Scaffold Number

1

=i

Scaffold Number

1

F=t

Scaffold Number

1

Scaffold N50 (bp)
111560
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Scaffold N50 (bp)

177497
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Scaffold N50 (bp)
2829752

23 ERAAEETA
Scaffold N50 (bp)
4230437

3 HEEEEE RS
Scaffold N50 (bp)

2168965

Scaffold N90 (bp) Contig Length (bp) Contig
36146 2339152 44
Scaffold N9O (bp) Contig Length (bp) Contig
36190 2611424 46
Scaffold N90 (bp) Contig Length (bp) Contig
57654 2846952 32
Scaffold N90 (bp) Contig Length (bp) Contig
2829752 2829752 1
Scaffold N9O (bp) Contig Length (bp) Contig
4230437 4230437 1
Scaffold N90 (bp) Contig Length (bp) Contig
2168965 2168965 1
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Scaffold Scaffold Scaffold
Length (bp) Number NS5O (bp)
30,578,270 326 394 877

Contig Length (bp)

37,235,197

Library

350bp

Complete
BUSCOs(C)

272 (93.79%)

= 5K M R T

S
%1 ERAERERGT R
Scaffold Contig Contig Contig Contig contant Gaps
N90 (bp) Length (bp) Number NS5O (bp) |[N90 (bp) (%) Number
78,686 30,576,667 591 344,746 62,910 41.23 265
=1 BEEABRRERFAT

Contig Number

Contig N50 (bp) Contig N90 (bp) GC content (%)

47 3,461,147 1,161,397 49 .21
=2 [bxER ARt

Mapped(%) Properly mapped(%) Coverage(%)

99.81 98.29 99.95

=3 BUSCOF&&IT
Complete and single- Complete and Fragmented Missing

copy BUSCOs(S) duplicated BUSCOs(D) BUSCOSs(F) BUSCOs(M)

272 (93.79%) 0 (0.00%) 10 (3.45%) 8 (2.76%)

Gaps Number

0

Depth(X)

119.92

Total Lineage
BUSCOs

290
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