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Stage 3: Graph traversal and bin generation

R

O NWRAU O

v E
[2,'3, 7, 4]
[2.5, 8,91
[0, 1]

[0, 4,71
[0, 3,71
1,6, 8, 91
[5, '8, 9]
[0, 3, 4]
[1,'5, 61
[1,5, 61

(o] Neo) ] Ne)) NO,] B o) NUN] B\] Bl Neo]

Histogram

[
0123456789
Total edges




Number of reads

18000 ! ! ! g ! !
! : ! ! — Metagenome
16000 |- R A AR A A — B. canis i

: ; ; ; — M. tuberculosis
14000 oo e e\ SR SR S S S 1

12000 e SRS e e o oo e :

o

L) S 0 Q0 N R R m——

sooof [N N

0 20 40 60 80 0 120 140 160
Total edges




Number of reads

30000

25000

20000

15000

10000 [

5000

Metagenome
Synechocystis
""""""""""""""""""""""""""""""""""""""""" Dokdonella i
Hymnobacter
Microbacteriaceae
''''''''''''''''''''''''''''''''''''''''''' Rhizobium '
166 150 200

Total edges



Number of reads

250000

200000

150000

100000

50000

— Metagenome
— C. hominis

i .
50 100 150 200
Total edges



— All reads C. hominis — Reads from bins

108 ¢ A A iy

0 200 400 600 800 1000 1200 1400
| N ?
100 A bankid PN

0 200 400 600 800 1000 1200 1400

CH8 CH7 CH6 CHS5 CH4 CH3 CH2 CH1

) A ) : o : i : - v v ‘ ™ by ke, ~ gV o
0 200 400 600 800 1000 1200 1400






Contigs

100.0% — : — ,
80.0% |-+ +++++++wvvv oo .
60.0% [+ s
40.0% -5l
20.0% B

0.0% =
RAIPHY AMPHORA MEGAN
Il Proteobacteria [ Bacteroidetes 1 Unknown
Bl Others

I Cyanobacteria
I Actinobacteria

B Chloroflexi




Number of reads

70000

60000

50000

40000

30000

20000

10000

— San Vicente hot spring

I |
100 150 200
Total edges



TotaI Contigs

Contigs

| - Orlgmal ]
. |BEEE PostBinning |]

Newbler Ray MetaVelvet
N50
105 :! I !
- . [l Original

5104}

3

. |EEE PostBinning |/

Newbler

Ray

MetaVelvet

0
Newbler

10

0
Newbler

Genome_size

p |EEE PostBinning [

. (I Original

Ray MetaVelvet

I Original

I PostBinning

MetaVelvet



90.0% — : :
80.0% [+ oo R -
70.0% koo s .
60.0% [ - e, .
0 50.0% [ oo s |
= 5
S 40.0% B o e 1
30.0% Q-5 e s ]
20.0% - B o ------------------
10.0% MW .
0.0% i
RAIPHY AMPHORA MEGAN
I Proteobacteria [ Bacteroidetes 1 Unknown
I Cyanobacteria I Chloroflexi I Others

B Actinobacteria




90.0%

80.0%

70.0%

60.0%

50.0%

Contigs

40.0%

30.0%

20.0%

10.0%

0.0%

RAIPHY

AMPHORA MEGAN
Bl Xanthomonadaceae [ Unknown
I Methylobacteriaceae I Others

B Conexibacteraceae




Contig 11[F lwl w i . . . | —
. o ' | w
Contig 10 L L, i u\mw 45

|M\ e
Contlgos l‘: ill 50
[ \
Contig 07 M ””
\l
Contig 06 I‘ i‘

gl
T | 44

\.’ Hul <
I\ I 40 ©
)

M

|
|| ||M N
. R w|||||\ \|u \\
Contig 051 4 I O 0 45
Contia 04 gt AR 44
Contig 03 |i||| ﬂ W Al ;\ ‘ ;w 50
N L

Contig 02 RN \mM|w|w\'w p"ﬁ a4

Hl“‘hl‘W“H\HNMH|H“M‘fm‘ i
Contig 01 ] it A b B A Tl 40

0 20000 40000 60000 80000 100000 120000 140000

Contig Size (bpx100)
No Actino- Acido- Bacte- Chloro- Cyano-  Proteo- Unknown

ORFs

bacteria bacteria roidetes flexi bacteria bacteria



— 100

N Rhodanobacter_caeni_<T>|_MJ01

86

_|: Rhodanobacter_thiooxydans_<T>|_LCS2
90 Rhodanobacter_lindaniclasticus_<T>|_RP5557
Rhodanobacter_soli_<T>|_DCY45

29

95

Rheodanobacter_spathiphylli_<T>|_type_strain|_B39
43

Rhodanobacter_terrae_<T>|_GP18-1

Frateuria_terrea_<T>|_VA24

g0 9&[ Dyella_marensis_<T>|_type_strain|_CS5-B2

47 Dyella_koreensis_<T>|_BB4

—— Dyella_thiooxydans_<T>|_ATSB10

100
36 { Dyella_terrae_<T>|_JS14-6
67 92 Dyella_japonica_<T>|_XD53

Fulvimonas_soli_<T>|_type_strain|_LMG_19981

61 Pseudofulvimonas_gallinarii_<T>|_type_strain|_Sa15

Aquimonas_voraii_<T>|_GPTSA_20

94 — Pseudoxanthomonas_taiwanensis_<T>|_CB-226

o0 43 —— Silanimonas_lenta_<T>|_25-4

| 82 Dokdonella_ginsengisoli_<T>|_Gsoil_191

— Dokdonella_fugitiva_<T>|_type_strain|_A3

Dokdonella_koreensis_<T>|_DS-123

16sProto

Alkanibacter_difficilis_<T>|_MN_154.3



Gene Ontology terms

endomembrane system

organelle membrane

organelle lumen

transporter complex

extrinsic component of membrane

cell surface

cell division site

envelope

DNA repair complex

type Il protein secretion system complex
proton-transporting two-sector ATPase complex
cytochrome complex

respiratory chain

periplasmic space

catalytic complex

cell periphery

intrinsic component of membrane
intracellular

©o O O O
O 0 O N
—

Sequences



Gene Ontology terms

active transmembrane transporter activity

ligase activity, forming carbon-oxygen bonds
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carbon-carbon lyase activity

carbon-oxygen lyase activity
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Gene Ontology terms

cellular catabolic process
single-organism catabolic process
organic substance catabolic process
cellular response to stress
regulation of metabolic process
sulfur compound metabolic process
cofactor metabolic process
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