
0e+00

3e+05

6e+05

9e+05

15 20 25 30 35 40 45 50
read length (nt)

# 
re

ad
s

sample

sample_IYB1_R1_fastq

sample_IYB2_R1_fastq

sample_IYB3_R1_fastq

sample_IYB4_R1_fastq

sample_IYB5_R1_fastq

read−length distributions: raw read count



0.00

0.05

0.10

0.15

0.20

0.25

15 20 25 30 35 40 45 50
read length (nt)

fr
ac

tio
n 

of
 r

ea
ds

sample

sample_IYB1_R1_fastq

sample_IYB2_R1_fastq

sample_IYB3_R1_fastq

sample_IYB4_R1_fastq

sample_IYB5_R1_fastq

read−length distributions: normalised read fraction



fast normal slow

0

10

20

30

40

sa
m

pl
e_

IY
B1

_R
1_

fa
st

q

sa
m

pl
e_

IY
B2

_R
1_

fa
st

q

sa
m

pl
e_

IY
B3

_R
1_

fa
st

q

sa
m

pl
e_

IY
B5

_R
1_

fa
st

q

sa
m

pl
e_

IY
B4

_R
1_

fa
st

q

sampleID

R
un

 d
ur

at
io

n 
(h

ou
rs

)
Duration of exceRpt run for each sample



●●●● ●

0.1

1.0

10.0

100.0

1e+07 1e+08
Total number of reads input

R
un

 d
ur

at
io

n 
(h

ou
rs

)
Duration of exceRpt run per sequencing yield



Library size (all mapped reads)

log10(# mapped reads)

# 
sa

m
pl

es

0 1 2 3 4 5 6 7

0.
0

0.
2

0.
4

0.
6

0.
8

1.
0



100.0%100.0%100.0% 100.0% 100.0%

3.9%33.2%68.3% 13.7% 12.9%

0.0%0.1%0.2% 0.1% 0.0%

0.0%0.0%0.1% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

0.2%0.2%0.2% 0.4% 0.5%

0.1%2.6%15.3% 1.1% 0.2%

3.5%30.4%52.6% 12.2% 12.1%

1.9%12.1%43.2% 3.1% 2.7%

0.0%2.2%15.8% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

0.3%0.1%18.9% 0.3% 0.1%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.1% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

1.4%2.7%2.3% 1.5% 1.5%

0.0%0.5%0.4% 0.1% 0.1%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

1.6%18.3%9.4% 9.1% 9.4%

0.0%0.1%0.0% 0.1% 0.1%

0.0%0.3%0.1% 0.2% 0.2%

0.0%0.0%0.0% 0.0% 0.0%

0.2%3.1%0.1% 1.2% 1.3%

1.1%14.3%1.7% 5.7% 7.0%exogenous_genomes

exogenous_rRNA

exogenous_miRNA

endogenous_gapped

repetitiveElements

not_mapped_to_genome_or_libs

circularRNA_antisense

circularRNA_sense

gencode_antisense

gencode_sense

piRNA_antisense

piRNA_sense

tRNA_antisense

tRNA_sense

miRNAprecursor_antisense

miRNAprecursor_sense

miRNA_antisense

miRNA_sense

genome

reads_used_for_alignment

rRNA

UniVec_contaminants

calibrator

failed_homopolymer_filter

failed_quality_filter

successfully_clipped

input

sa
mple_IY

B3_R1_fastq

sa
mple_IY

B2_R1_fastq

sa
mple_IY

B1_R1_fastq

sa
mple_IY

B4_R1_fastq

sa
mple_IY

B5_R1_fastq

Sample

S
ta

ge

0.00

0.25

0.50

0.75

1.00
ReadFraction

fraction aligned reads (normalised by # input reads)



100.0%100.0%100.0% 100.0% 100.0%

0.8%0.3%0.2% 0.4% 0.4%

0.3%0.0%0.1% 0.1% 0.1%

0.0%0.0%0.0% 0.0% 0.0%

6.1%0.5%0.3% 3.0% 4.1%

2.0%7.8%22.3% 7.7% 1.7%

90.9%91.4%77.0% 88.8% 93.7%

49.7%36.3%63.2% 22.7% 21.0%

0.1%6.6%23.1% 0.0% 0.3%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

7.4%0.2%27.7% 1.8% 0.8%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.1% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

34.8%8.1%3.4% 11.1% 11.6%

0.6%1.4%0.6% 0.6% 0.7%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

41.1%55.1%13.8% 66.1% 72.8%

0.2%0.3%0.1% 0.6% 0.4%

0.5%0.9%0.1% 1.2% 1.8%

0.3%0.0%0.0% 0.1% 0.1%

5.0%9.3%0.2% 8.9% 10.1%

27.7%43.1%2.5% 41.5% 54.3%exogenous_genomes

exogenous_rRNA

exogenous_miRNA

endogenous_gapped

repetitiveElements

not_mapped_to_genome_or_libs

circularRNA_antisense

circularRNA_sense

gencode_antisense

gencode_sense

piRNA_antisense

piRNA_sense

tRNA_antisense

tRNA_sense

miRNAprecursor_antisense

miRNAprecursor_sense

miRNA_antisense

miRNA_sense

genome

reads_used_for_alignment

rRNA

UniVec_contaminants

calibrator

failed_homopolymer_filter

failed_quality_filter

successfully_clipped

sa
mple_IY

B3_R1_fastq

sa
mple_IY

B2_R1_fastq

sa
mple_IY

B1_R1_fastq

sa
mple_IY

B4_R1_fastq

sa
mple_IY

B5_R1_fastq

Sample

S
ta

ge

0.00

0.25

0.50

0.75

1.00
ReadFraction

fraction aligned reads (normalised by # adapter−clipped reads)



100.0%100.0%100.0% 100.0% 100.0%

54.7%39.8%82.1% 25.6% 22.4%

0.1%7.2%30.0% 0.1% 0.4%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

8.1%0.3%35.9% 2.1% 0.9%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.1% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

38.3%8.9%4.4% 12.6% 12.4%

0.7%1.5%0.8% 0.7% 0.7%

0.0%0.0%0.0% 0.0% 0.0%

0.0%0.0%0.0% 0.0% 0.0%

45.3%60.2%17.9% 74.4% 77.6%

0.2%0.3%0.1% 0.6% 0.5%

0.5%1.0%0.1% 1.4% 1.9%

0.3%0.0%0.0% 0.1% 0.1%

5.5%10.2%0.2% 10.0% 10.8%

30.5%47.1%3.3% 46.7% 57.9%exogenous_genomes

exogenous_rRNA

exogenous_miRNA

endogenous_gapped

repetitiveElements

not_mapped_to_genome_or_libs

circularRNA_antisense

circularRNA_sense

gencode_antisense

gencode_sense

piRNA_antisense

piRNA_sense

tRNA_antisense

tRNA_sense

miRNAprecursor_antisense

miRNAprecursor_sense

miRNA_antisense

miRNA_sense

genome

reads_used_for_alignment

sa
mple_IY

B3_R1_fastq

sa
mple_IY

B2_R1_fastq

sa
mple_IY

B1_R1_fastq

sa
mple_IY

B4_R1_fastq

sa
mple_IY

B5_R1_fastq

Sample

S
ta

ge

0.00

0.25

0.50

0.75

1.00
ReadFraction

fraction aligned reads (normalised by # non−contaminant reads)



●

●

●

●

●

0.00

0.25

0.50

0.75

1.00

1e+05 1e+06 1e+07
# transcriptome reads (log10)

# 
tr

an
sc

rip
to

m
e 

re
ad

s 
/ #

 g
en

om
e 

re
ad

s
QC result: overall



15254641

16398882

11808718

10360213

11892540

296002

1981126

5096436

322416

320612

255444

889640

4431695

194224

206590

0.86

0.45

0.87

0.6

0.64

0.05

0.165

0.034

0.109

0.089

sample_IYB3_R1_fastq

sample_IYB2_R1_fastq

sample_IYB1_R1_fastq

sample_IYB4_R1_fastq

sample_IYB5_R1_fastq

InputReads

GenomeReads

TranscriptomeReads

TranscriptomeGenomeRatio

TranscriptomeComplexity

QC result: per−sample results



●●

●

●●

IG_C_pseudogene

IG_J_gene

TR_C_gene

TR_V_pseudogene

TR_J_gene

IG_C_gene

IG_V_gene

IG_V_pseudogene

3prime_overlapping_ncrna

circularRNA

TR_V_gene

non_stop_decay

polymorphic_pseudogene

unitary_pseudogene

transcribed_processed_pseudogene

Mt_tRNA

Mt_rRNA

sense_overlapping

pseudogene

snoRNA

sense_intronic

piRNA

rRNA

unprocessed_pseudogene

transcribed_unprocessed_pseudogene

nonsense_mediated_decay

exogenous_miRNA

processed_pseudogene

lincRNA

antisense

retained_intron

processed_transcript

snRNA

miRNA

protein_coding

tRNA

exogenous_rRNA

misc_RNA

exogenous_genomes

1e−01 1e+00 1e+01 1e+02 1e+03 1e+04 1e+05 1e+06
readCount

bi
ot

yp
e

Biotypes: distributions, raw read−counts



●

●

●

●

●

●

●

●

●●

●●

●

●

●

●

●

IG_C_pseudogene

IG_J_gene

TR_C_gene

TR_V_pseudogene

TR_J_gene

IG_C_gene

IG_V_gene

IG_V_pseudogene

3prime_overlapping_ncrna

circularRNA

TR_V_gene

non_stop_decay

polymorphic_pseudogene

unitary_pseudogene

transcribed_processed_pseudogene

Mt_tRNA

Mt_rRNA

sense_overlapping

pseudogene

snoRNA

sense_intronic

piRNA

rRNA

unprocessed_pseudogene

transcribed_unprocessed_pseudogene

nonsense_mediated_decay

exogenous_miRNA

processed_pseudogene

lincRNA

antisense

retained_intron

processed_transcript

snRNA

miRNA

protein_coding

tRNA

exogenous_rRNA

misc_RNA

exogenous_genomes

1e−01 1e+00 1e+01 1e+02 1e+03 1e+04 1e+05 1e+06
readPerMillion

bi
ot

yp
e

Biotypes: distributions, normalised



0

250000

500000

750000

1000000

sa
m

pl
e_

IY
B1_

R1_
fa

st
q

sa
m

pl
e_

IY
B2_

R1_
fa

st
q

sa
m

pl
e_

IY
B3_

R1_
fa

st
q

sa
m

pl
e_

IY
B4_

R1_
fa

st
q

sa
m

pl
e_

IY
B5_

R1_
fa

st
q

re
ad

s 
pe

r 
m

ill
io

n 
re

ad
s 

us
ed

 fo
r 

al
ig

nm
en

t

biotype

exogenous_genomes

misc_RNA

tRNA

miRNA

exogenous_rRNA

protein_coding

snRNA

other

unmapped

Biotypes: per−sample, normalised



0

250000

500000

750000

1000000

sa
m

pl
e_

IY
B1_

R1_
fa

st
q

sa
m

pl
e_

IY
B2_

R1_
fa

st
q

sa
m

pl
e_

IY
B3_

R1_
fa

st
q

sa
m

pl
e_

IY
B4_

R1_
fa

st
q

sa
m

pl
e_

IY
B5_

R1_
fa

st
q

re
ad

s 
pe

r 
m

ill
io

n 
m

ap
pe

d 
re

ad
s biotype

exogenous_genomes

misc_RNA

tRNA

miRNA

exogenous_rRNA

protein_coding

snRNA

other

Biotypes: per−sample, normalised



●

●

●

●

●

●

●

●

●

●●

●

●

●

●●●
●

●●

●

●●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●●

1e+00

1e+02

1e+04

1e+06

sa
m

pl
e_

IY
B1_

R1_
fa

st
q

sa
m

pl
e_

IY
B2_

R1_
fa

st
q

sa
m

pl
e_

IY
B3_

R1_
fa

st
q

sa
m

pl
e_

IY
B4_

R1_
fa

st
q

sa
m

pl
e_

IY
B5_

R1_
fa

st
q

sample

R
ea

d 
co

un
t

miRNA abundance distributions (raw counts)



0.00

0.25

0.50

0.75

1.00

1e+00 1e+02 1e+04 1e+06
Read count

de
ns

ity

sample

sample_IYB1_R1_fastq

sample_IYB2_R1_fastq

sample_IYB3_R1_fastq

sample_IYB4_R1_fastq

sample_IYB5_R1_fastq

miRNA abundance distributions (raw counts)



●

●

●

●

●

●

●

●

●

●●

●

●

●

●●●
●

●●

●

●●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●

●●

1

100

10000
sa

m
pl

e_
IY

B1_
R1_

fa
st

q

sa
m

pl
e_

IY
B2_

R1_
fa

st
q

sa
m

pl
e_

IY
B3_

R1_
fa

st
q

sa
m

pl
e_

IY
B4_

R1_
fa

st
q

sa
m

pl
e_

IY
B5_

R1_
fa

st
q

sample

R
ea

ds
 p

er
 m

ill
io

n 
(R

P
M

)
miRNA abundance distributions (RPM)



0.00

0.25

0.50

0.75

1.00

1 100 10000
Reads per million (RPM)

de
ns

ity

sample

sample_IYB1_R1_fastq

sample_IYB2_R1_fastq

sample_IYB3_R1_fastq

sample_IYB4_R1_fastq

sample_IYB5_R1_fastq

miRNA abundance distributions (RPM)



sa
m

pl
e_

IY
B

1_
R

1_
fa

st
q

sa
m

pl
e_

IY
B

2_
R

1_
fa

st
q

sa
m

pl
e_

IY
B

3_
R

1_
fa

st
q

sa
m

pl
e_

IY
B

4_
R

1_
fa

st
q

sa
m

pl
e_

IY
B

5_
R

1_
fa

st
q

Total # reads mapped to NCBI taxonomy

0

500000

1000000

1500000



S
tr

ep
to

co
cc

us
 th

er
m

op
hi

lu
s

E
nt

er
oc

oc
cu

s 
fa

ec
iu

m

E
uk

ar
yo

ta

ce
llu

la
r 

or
ga

ni
sm

s

Tr
iti

cu
m

 a
es

tiv
um

Tr
iti

cu
m

 u
ra

rt
u

B
ac

te
ria

P
ro

te
ob

ac
te

ria

M
es

an
gi

os
pe

rm
ae

G
am

m
ap

ro
te

ob
ac

te
ria

E
nt

er
oc

oc
cu

s

B
ac

ill
i

La
ct

ob
ac

ill
al

es

S
tr

ep
to

co
cc

us

A
eg

ilo
ps

 ta
us

ch
ii

E
sc

he
ric

hi
a 

co
li

E
nt

er
ob

ac
te

ria
ce

ae

P
ha

eo
da

ct
yl

um
 tr

ic
or

nu
tu

m
 C

C
A

P
 1

05
5/

1

D
ap

hn
ia

 p
ul

ex

B
ila

te
ria

Tr
iti

cu
m

Tr
iti

ci
na

e

B
O

P
 c

la
de

A
lp

ha
pr

ot
eo

ba
ct

er
ia

A
ct

in
ob

ac
te

ria

B
ur

kh
ol

de
ria

le
s

B
ur

kh
ol

de
ria

B
et

ap
ro

te
ob

ac
te

ria

B
ra

ss
ic

a 
ol

er
ac

ea

R
ho

dn
iu

s 
pr

ol
ix

us

P
oa

ce
ae

Tr
iti

ce
ae

M
ag

no
lio

ph
yt

a

F
ir

m
ic

ut
es

H
or

de
um

 v
ul

ga
re

O
pi

st
ho

ko
nt

a

Ix
od

es
 s

ca
pu

la
ris

S
us

 s
cr

of
a

O
vi

s 
ar

ie
s

B
os

 ta
ur

us

E
qu

us
 c

ab
al

lu
s 

fe
ru

s

O
ry

ct
ol

ag
us

 c
un

ic
ul

us

B
ov

id
ae

A
m

bo
re

lla
 tr

ic
ho

po
da

G
ly

ci
ne

 m
ax

M
el

ea
gr

is
 g

al
lo

pa
vo

G
ad

us
 m

or
hu

a

B
or

eo
eu

th
er

ia

Z
ea

 m
ay

s

A
m

ni
ot

a

sample_IYB2_R1_fastq

sample_IYB3_R1_fastq

sample_IYB5_R1_fastq

sample_IYB1_R1_fastq

sample_IYB4_R1_fastq

top taxa nodes: specific normalised read count

−1 0 1 2 3 4 5

Value

0
5

10
15

20
25

Color Key
and Histogram

C
ou

nt



B
ac

ill
ar

io
ph

yt
a

La
ct

ob
ac

ill
us

 d
el

br
ue

ck
ii

S
tr

ep
to

co
cc

us
 th

er
m

op
hi

lu
s

E
nt

er
oc

oc
cu

s 
fa

ec
iu

m

E
uk

ar
yo

ta

ce
llu

la
r 

or
ga

ni
sm

s

Tr
iti

cu
m

 a
es

tiv
um

Tr
iti

cu
m

 u
ra

rt
u

B
ac

te
ria

P
ro

te
ob

ac
te

ria

M
es

an
gi

os
pe

rm
ae

G
am

m
ap

ro
te

ob
ac

te
ria

E
nt

er
oc

oc
cu

s

B
ac

ill
i

La
ct

ob
ac

ill
al

es

S
tr

ep
to

co
cc

us

A
eg

ilo
ps

 ta
us

ch
ii

E
sc

he
ric

hi
a 

co
li

E
nt

er
ob

ac
te

ria
ce

ae

P
ha

eo
da

ct
yl

um
 tr

ic
or

nu
tu

m
 C

C
A

P
 1

05
5/

1

D
ap

hn
ia

 p
ul

ex

B
ila

te
ria

Tr
iti

cu
m

Tr
iti

ci
na

e

R
hi

zo
bi

al
es

B
O

P
 c

la
de

A
lp

ha
pr

ot
eo

ba
ct

er
ia

A
ct

in
ob

ac
te

ria

B
ur

kh
ol

de
ria

le
s

B
ur

kh
ol

de
ria

B
et

ap
ro

te
ob

ac
te

ria

B
ur

kh
ol

de
ria

ce
ae

A
ed

es
 a

eg
yp

ti 
ae

gy
pt

i

B
ov

id
ae

G
ad

us
 m

or
hu

a

B
or

eo
eu

th
er

ia

Z
ea

 m
ay

s

A
m

ni
ot

a

P
oa

ce
ae

H
or

de
um

 v
ul

ga
re

Tr
iti

ce
ae

M
ag

no
lio

ph
yt

a

F
ir

m
ic

ut
es

O
pi

st
ho

ko
nt

a

Ix
od

es
 s

ca
pu

la
ris

S
us

 s
cr

of
a

O
vi

s 
ar

ie
s

B
os

 ta
ur

us

E
qu

us
 c

ab
al

lu
s 

fe
ru

s

O
ry

ct
ol

ag
us

 c
un

ic
ul

us

sample_IYB3_R1_fastq

sample_IYB2_R1_fastq

sample_IYB5_R1_fastq

sample_IYB1_R1_fastq

sample_IYB4_R1_fastq

top taxa nodes: specific absolute read count

−1 0 1 2 3 4 5

Value

0
5

10
20

Color Key
and Histogram

C
ou

nt



ce
llu

la
r 

or
ga

ni
sm

s

ro
ot

E
uk

ar
yo

ta

P
ro

te
ob

ac
te

ria

B
ac

te
ria

F
ir

m
ic

ut
es

G
am

m
ap

ro
te

ob
ac

te
ria

M
es

an
gi

os
pe

rm
ae

P
oa

ce
ae

P
oa

le
s

co
m

m
el

in
id

s

Li
lio

ps
id

a

P
et

ro
sa

vi
id

ae

M
ag

no
lio

ph
yt

a

Tr
ac

he
op

hy
ta

E
up

hy
llo

ph
yt

a

S
pe

rm
at

op
hy

ta

V
iri

di
pl

an
ta

e

E
m

br
yo

ph
yt

a

S
tr

ep
to

ph
yt

a

S
tr

ep
to

ph
yt

in
a

E
nt

er
oc

oc
ca

ce
ae

E
sc

he
ric

hi
a

E
nt

er
ob

ac
te

ria
ce

ae

E
nt

er
ob

ac
te

ria
le

s

La
ct

ob
ac

ill
al

es

Tr
iti

cu
m

B
ac

ill
i

Tr
iti

ci
na

e

B
O

P
 c

la
de

Tr
iti

ce
ae

Tr
iti

co
da

e

P
oo

id
ea

e

B
ila

te
ria

O
pi

st
ho

ko
nt

a

E
um

et
az

oa

M
et

az
oa

P
an

ar
th

ro
po

da

E
cd

ys
oz

oa

P
ro

to
st

om
ia

Te
tr

ap
od

a

S
ar

co
pt

er
yg

ii

D
ip

no
te

tr
ap

od
om

or
ph

a

E
ut

el
eo

st
om

i

D
eu

te
ro

st
om

ia

Te
le

os
to

m
i

G
na

th
os

to
m

at
a

V
er

te
br

at
a

C
ho

rd
at

a

C
ra

ni
at

a

sample_IYB2_R1_fastq

sample_IYB3_R1_fastq

sample_IYB5_R1_fastq

sample_IYB4_R1_fastq

sample_IYB1_R1_fastq

top taxa nodes: cumulative normalised read count

3.00000001085736 5.00000003257208

Value

0
5

10
15

20

Color Key
and Histogram

C
ou

nt



ce
llu

la
r 

or
ga

ni
sm

s

ro
ot

E
uk

ar
yo

ta

P
ro

te
ob

ac
te

ria

B
ac

te
ria

E
nt

er
oc

oc
ca

ce
ae

E
nt

er
ob

ac
te

ria
le

s

Tr
iti

cu
m

B
ila

te
ria

O
pi

st
ho

ko
nt

a

E
um

et
az

oa

M
et

az
oa

E
cd

ys
oz

oa

P
ro

to
st

om
ia

P
an

cr
us

ta
ce

a

M
an

di
bu

la
ta

A
rt

hr
op

od
a

P
an

ar
th

ro
po

da

S
ar

co
pt

er
yg

ii

D
ip

no
te

tr
ap

od
om

or
ph

a

E
ut

el
eo

st
om

i

D
eu

te
ro

st
om

ia

Te
le

os
to

m
i

G
na

th
os

to
m

at
a

V
er

te
br

at
a

C
ho

rd
at

a

C
ra

ni
at

a

La
ct

ob
ac

ill
al

es

B
ac

ill
i

Tr
iti

ci
na

e

B
O

P
 c

la
de

Tr
iti

ce
ae

Tr
iti

co
da

e

P
oo

id
ea

e

F
ir

m
ic

ut
es

G
am

m
ap

ro
te

ob
ac

te
ria

M
es

an
gi

os
pe

rm
ae

P
oa

ce
ae

P
oa

le
s

co
m

m
el

in
id

s

Li
lio

ps
id

a

P
et

ro
sa

vi
id

ae

M
ag

no
lio

ph
yt

a

Tr
ac

he
op

hy
ta

E
up

hy
llo

ph
yt

a

S
pe

rm
at

op
hy

ta

V
iri

di
pl

an
ta

e

E
m

br
yo

ph
yt

a

S
tr

ep
to

ph
yt

a

S
tr

ep
to

ph
yt

in
a

sample_IYB3_R1_fastq

sample_IYB1_R1_fastq

sample_IYB2_R1_fastq

sample_IYB4_R1_fastq

sample_IYB5_R1_fastq

top taxa nodes: cumulative absolute read count

2 3 4 5 6

Value

0
5

10
20

Color Key
and Histogram

C
ou

nt


