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Run duration (hours)
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Duration of exceRpt run per sequencing yield

16+06
Total number of reads input

le+07



# samples

1.0

0.8

0.6

0.4

0.2

0.0

Library size (all mapped reads)

log10(# mapped reads)



Stage

input -

100.0%

fraction aligned reads (normalised by # input reads)

100.0%

failed_quality_filter -
failed_homopolymer _filter -
calibrator -
UniVec_contaminants -
rRNA -
reads_used_for_alignment -
genome -

miRNA_sense -
mMiRNA_antisense -
miRNAprecursor_sense -
miRNAprecursor_antisense -
tRNA_sense -
tRNA_antisense -
piRNA_sense -
piRNA_antisense -
gencode_sense -
gencode_antisense -
circularRNA_sense -

circularRNA_antisense -

repetitiveElements -
endogenous_gapped -
exogenous_miRNA -

exogenous_rRNA -

1

1.7%

0.1%

0.0%

3.4%

0.9%

0.0%

0.0%

0.0%

5.5%

0.0%

0.0%

0.0%

0.5%

0.2%

0.0%

0.0%

0.1%

0.4%

0.0%

1.8%

0.1%

0.0%

0.0%

4.6%

0.0%

0.0%

0.0%

0.0%
0.1%
0.0%
1.7%
0.1%
0.0%
0.0%
4.7%
0.0%
0.0%
0.1%
0.1%

1.8%

Sample

100.0%

88.6%

2.5%

0.0%

0.0%

8.2%

19.5%

2.4%

0.0%

0.0%

0.0%

0.0%

0.1%

0.0%

1.3%

0.1%

0.0%

0.0%

9.3%

0.0%

0.1%

0.1%

0.0%

0.8%

ReadFraction
1.00

0.75
0.50
0.25

0.00



Stage

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

successfully_clipped - 100.0% 100.0% 100.0%
failed_quality_filter - 2.4% 3.0% 2.8%
failed_homopolymer_filter - 0.2% 0.1% 0.0%
calibrator - 0.0% 0.0% 0.0%
UniVec_contaminants - 4.9% 0.0% 9.2%

rRNA - 16.0%

reads_used_for_alignment -

genome - 11.7%

miRNA_sense - 1.2% 7.5% 2.7%

mMiRNA_antisense - 0.0% 0.0% 0.0%

miRNAprecursor_sense - 0.0% 0.1% 0.0%

ReadFraction

miRNAprecursor_antisense - 0.0% 0.0% 0.0% 1.00
{RNA_antisense - 0.0% 0.0% 0.0% 0.50
0.25

piRNA_sense - 0.1% 0.2% 0.1%
0.00

piRNA_antisense - 0.0% 0.0% 0.0%

gencode_sense - 0.7% 2.8% 1.4%

gencode_antisense - 0.2% 0.1% 0.1%

circularRNA_sense - 0.0% 0.0% 0.0%

circularRNA_antisense - 0.0% 0.0% 0.0%

repetitiveElements - 0.1% 0.0% 0.0%

endogenous_gapped - 0.6% 0.1% 0.1%

exogenous_miRNA - 0.0% 0.2% 0.1%

exogenous_rRNA - 4.2% 0.1% 0.0%
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Stage

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

reads_used_for_alignment - 100.0% 100.0% 100.0%
genome -
miRNA_sense - 1.6% 4.1%
miRNA_antisense - 0.0% 0.0% 0.0%
miRNAprecursor_sense - 0.0% 0.2% 0.0%
miRNAprecursor_antisense - 0.0% 0.0% 0.0%
tRNA_antisense - 0.0% 0.0% 0.0%
piRNA_sense - 0.1% 0.4% 0.2% ReadFraction

1.00

piRNA_antisense - 0.0% 0.0% 0.0% 0.75

0.50
gencode_sense - 0.9% 6.8% 2.2%

0.25

gencode_antisense - 0.3% 0.3% 0.2% 0.00
circularRNA_sense - 0.0% 0.0% 0.0%
circularRNA_antisense - 0.0% 0.0% 0.0%

not_mapped_to_genome_or_libs -

repetitiveElements - 0.2% 0.1% 0.0%
endogenous_gapped - 0.8% 0.2% 0.1%
exogenous_miRNA - 0.0% 0.5% 0.1%
exogenous_rRNA - 5.5% 0.3% 0.0%
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# transcriptome reads / # genome reads
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QC result: overall
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# transcriptome reads (log10)
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biotype

tRNA -

exogenous_genomes -

mMiRNA -

protein_coding -

rRNA -

lincRNA -

exogenous_rRNA -

misc_RNA -

PiRNA -

SNRNA -

retained_intron -

ribozyme -

Mt_rRNA -

TEC-

exogenous_miRNA -

antisense -
processed_transcript -

SnoRNA -

Mt_tRNA -
processed_pseudogene -
nonsense_mediated_decay -
unprocessed_pseudogene -
sense_intronic -

scaRNA -

circularRNA -

pseudogene -
transcribed_processed_pseudogene -
transcribed_unprocessed_pseudogene -
polymorphic_pseudogene -
translated_processed_pseudogene -
SCRNA -

sense_overlapping -
unitary_pseudogene -
transcribed_unitary_pseudogene -
TR_V_pseudogene -
TR_V_gene -

TR_C_gene-
IG_V_pseudogene -

IG_C_gene-

le-01

1e+00

le+01

Biotypes: distributions, raw read—counts

1le+02 1e+03
readCount

le+04

1le+05
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biotype

tRNA -
exogenous_genomes -
mMiRNA -

protein_coding -

rRNA -

lincRNA -
exogenous_rRNA -
misc_RNA -

PiRNA -

SNRNA -
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Mt_rRNA -
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processed_transcript -
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Mt_tRNA -
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nonsense_mediated_decay -
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scaRNA -

circularRNA -
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transcribed_processed_pseudogene - I | |—
transcribed_unprocessed_pseudogene - —|:|:'7
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translated_processed_pseudogene -
SCRNA - — T !
sense_overlapping - —| | |—

unitary_pseudogene - I

I
1
1
transcribed_unitary_pseudogene - !
1
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1
TR_V _gene- - |
1
TR_C_gene- I 1
1
IG_V_pseudogene - | I
1
IG_C_gene- | 1
le-01 1le+00 le+01

Biotypes: distributions, normalised
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1000000 -

750000 -

500000 -

reads per million reads used for alignment

250000 -

Biotypes: per-sample, normalised
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miRNA
. exogenous_rRNA
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. other

unmapped



Biotypes: per-sample, normalised
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Read count

le+05-

1le+03 -

le+01-

MiRNA abundance distributions (raw counts)

sample




0.6-

0.4-

density

0.2-

0.0-

mMiRNA abundance distributions (raw counts)

le+01

Read count

1e+03

1le+05

sample

|:| sample_IY_1 reSeq_raw_fastq
|:| sample_lY_3_reSeq_raw_fastq
|:| sample_lY_8 reSeq_raw_fastq



MiRNA abundance distributions (RPM)
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mMiRNA abundance distributions (RPM)

le+01

Reads per million (RPM)
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|:| sample_lY_8 reSeq_raw_fastq



Total # reads mapped to NCBI taxonomy
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