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Run duration (hours)
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le+06

Duration of exceRpt run per sequencing yield

Total number of reads input

le+07

le+08



# samples
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Library size (all mapped reads)

log10(# mapped reads)




Stage

fraction aligned reads (normalised by # input reads)

input - 100.0% 100.0% 100.0% 100.0% 100.0% 100.0%
successfully_clipped - 90.4% 90.5% 90.3% 90.5% 90.3% 90.6%
failed_quality_filter - 1.2% 1.2% 1.3% 1.2% 1.2% 1.3%
failed_homopolymer_filter - 0.1% 0.1% 0.1% 0.1% 0.1% 0.1%
calibrator - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
UniVec_contaminants - 5.1% 6.0% 7.0% 6.5% 6.6% 6.7%
rRNA - 4.1% 4.1% 4.0% 4.0% 4.0% 4.1%

reads_used_for_alignment -

genome - 1.5% 1.5% 1.5% 1.5% 1.5% 1.5%
miRNA_sense - 0.1% 0.1% 0.1% 0.1% 0.1% 0.1%
miRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
miRNAprecursor_sense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% Reaclllzroaction
miRNAprecursor_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.75
tRNA_sense - 0.3% 0.3% 0.3% 0.3% 0.3% 0.3% 050
tRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.25
piRNA_sense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.00
piRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
gencode_sense - 0.7% 0.7% 0.7% 0.7% 0.7% 0.7%
gencode_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
circularRNA_sense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
circularRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%

not_mapped_to_genome_or_libs -

repetitiveElements - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
endogenous_gapped - 0.2% 0.2% 0.2% 0.2% 0.2% 0.2%
exogenous_miRNA - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
exogenous_rRNA - 5.5% 5.5% 5.4% 5.5% 5.4% 5.5%
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Stage

successfully_clipped - 100.0%
failed_quality_filter - 1.4%
failed_homopolymer_filter - 0.1%
calibrator - 0.0%
UniVec_contaminants - 5.7%
rRNA - 4.5%
reads_used_for_alignment - 88.4%
genome - 1.7%
miRNA_sense - 0.1%
miRNA_antisense - 0.0%
miRNAprecursor_sense - 0.0%
miRNAprecursor_antisense - 0.0%
tRNA_sense - 0.4%
tRNA_antisense - 0.0%
piRNA_sense - 0.0%
piRNA_antisense - 0.0%
gencode_sense - 0.8%
gencode_antisense - 0.0%
circularRNA_sense - 0.0%
circularRNA_antisense - 0.0%
not_mapped_to_genome_or_libs - 86.7%
repetitiveElements - 0.0%
endogenous_gapped - 0.2%
exogenous_miRNA - 0.0%
exogenous_rRNA - 6.1%

100.0%

1.4%

0.1%

0.0%

6.6%

4.5%

87.5%

1.7%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.8%

0.0%

0.0%

0.0%

85.9%

0.0%

0.2%

0.0%

6.1%

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

100.0%
1.4%
0.1%
0.0%
7.7%
4.4%

86.4%
1.6%
0.1%
0.0%
0.0%
0.0%
0.4%
0.0%
0.0%
0.0%
0.8%
0.0%
0.0%
0.0%

84.8%
0.0%
0.2%
0.0%

6.0%

*\'Zré\Q
o
©

100.0%
1.4%
0.1%
0.0%
7.2%
4.4%

87.0%
1.6%
0.1%
0.0%
0.0%
0.0%
0.4%
0.0%
0.0%
0.0%
0.8%
0.0%
0.0%
0.0%

85.3%
0.0%
0.2%
0.0%

6.0%

6\0\

100.0%

1.4%

0.1%

0.0%

7.3%

4.4%

86.8%

1.6%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.8%

0.0%

0.0%

0.0%

85.2%

0.0%

0.2%

0.0%

6.0%

100.0%

1.4%

0.1%

0.0%

7.4%

4.5%

86.7%

1.6%

0.1%

0.0%

0.0%

0.0%

0.3%

0.0%

0.0%

0.0%

0.8%

0.0%

0.0%

0.0%

85.0%

0.0%

0.2%

0.0%

6.1%

ReadFraction
1.00

0.75
0.50
0.25

0.00



Stage

reads_used_for_alignment - 100.0%
genome - 1.9%
miRNA_sense - 0.1%
miRNA_antisense - 0.0%
miRNAprecursor_sense - 0.0%
miRNAprecursor_antisense - 0.0%
tRNA_sense - 0.4%
tRNA_antisense - 0.0%
piRNA_sense - 0.0%
piRNA_antisense - 0.0%
gencode_sense - 0.9%
gencode_antisense - 0.0%
circularRNA_sense - 0.0%
circularRNA_antisense - 0.0%
not_mapped_to_genome_or_libs - 98.1%
repetitiveElements - 0.0%
endogenous_gapped - 0.2%
exogenous_miRNA - 0.0%
exogenous_rRNA - 6.9%

100.0%

1.9%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.9%

0.0%

0.0%

0.0%

98.1%

0.0%

0.2%

0.0%

7.0%

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

100.0%

1.9%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.9%

0.0%

0.0%

0.0%

98.1%

0.0%

0.2%

0.0%

6.9%

100.0%

1.9%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.9%

0.0%

0.0%

0.0%

98.1%

0.0%

0.2%

0.0%

7.0%

100.0%

1.9%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.9%

0.0%

0.0%

0.0%

98.1%

0.0%

0.2%

0.0%

6.9%

100.0%

1.9%

0.1%

0.0%

0.0%

0.0%

0.4%

0.0%

0.0%

0.0%

0.9%

0.0%

0.0%

0.0%

98.1%

0.0%

0.2%

0.0%

7.0%

ReadFraction
1.00

0.75
0.50
0.25

0.00



QC result: overall
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QC result: per—-sample results

sample_2572_KCV_1_30_CHLO003_fastq - 0.76

sample_2572_KCV_1 25 VK_fastq- 0.76 0.02

sample 2572 KCV_1 28 CHLOOL fastq- (81773) 0.76

sample_2572_KCV_1_26_CC_fastq- 0.76

sample_2572_KCV_1 29 CHL002_ fastq - 0.76

sample_2572_KCV_1_27 AE._fastq- 0.76 0.02
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biotype

exogenous_genomes -
exogenous_rRNA -

misc_RNA -

tRNA -

mMiRNA -

protein_coding -

Mt_tRNA -

PiRNA -

SNRNA -

exogenous_miRNA -
processed_transcript -
retained_intron -

antisense -

liINcRNA -

Mt_rRNA -

SnoRNA -
nonsense_mediated_decay -
processed_pseudogene -
unprocessed_pseudogene -

rRNA -
transcribed_unprocessed_pseudogene -
TR_V_gene-
transcribed_processed_pseudogene -
pseudogene -

unitary_pseudogene -
sense_intronic -

circularRNA -

sense_overlapping -
polymorphic_pseudogene -
non_stop_decay -

le-01

— |

-
—L_T
1 1}
|_

_|::D
|

le+01

Biotypes: distributions, raw read—counts
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biotype

exogenous_genomes -
exogenous_rRNA -

misc_RNA -

tRNA -

mMiRNA -

protein_coding -

Mt_tRNA -

PiRNA -

SNRNA -

exogenous_miRNA -
processed_transcript -
retained_intron -

antisense -

liINcRNA -

Mt_rRNA -

SnoRNA -
nonsense_mediated_decay -
processed_pseudogene -
unprocessed_pseudogene -

rRNA -
transcribed_unprocessed_pseudogene -
TR_V_gene-
transcribed_processed_pseudogene -
pseudogene -

unitary_pseudogene -
sense_intronic -

circularRNA -

sense_overlapping -
polymorphic_pseudogene -

non_stop_decay -

—L 1 F—

le+01

Biotypes: distributions, normalised
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MiRNA abundance distributions (raw counts)

1000 -

JUN0d peay

sample




density

0.5-
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mMiRNA abundance distributions (raw counts)
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Read count

sample

B sample_2572_KCV_1_25_VK_fastq
sample_2572_KCV_1 26_CC_fastq
sample_2572_KCV_1_27_AE_fastq
sample_2572_KCV_1_28_CHLO001_fastq
sample_2572_KCV_1_29 CHL002_fastq
sample_2572_KCV_1_30_CHLO003_fastq




mMiRNA abundance distributions (RPM)
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mMiRNA abundance distributions (RPM)
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Reads per million (RPM)
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Total # reads mapped to NCBI taxonomy
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top taxa nodes: cumulative absolute read count
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