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read-length distributions: raw read count

read length (nt)

45

50

sample

sample_1ml_lllumina_TACAGC_L002_R1_001_fastq
sample_1ml_lllumina_TACAGC_combined_2_R1 001_fastq
sample_200ul_B_Bioo_CAGATC_R1 001_fastq
sample_200ul_B_lllumina_TCCCGA_combined_2_R1 001_fastq
sample_2ml_Bioo_TTAGGC_combined_2_R1_001_fastq
sample_2ml_lllumina_TAATCG_combined_2_R1_001_fastq
sample_3ml_Bioo_CGATGT_R1_001_fastq
sample_3ml_Illlumina_GACGAC_combined_2_R1 001_fastq
sample_500ul_Bioo_ ACAGTG_R1_001_fastq
sample_500ul_lllumina_TATAAT_combined_2_R1_001_fastq
sample_5ml_Bioo_ATCACG_combined_2_R1_001_fastq
sample_5ml_Illlumina_ CTCAGA_R1_001_fastq



fraction of reads

0.3-

o
N
1

0.1-

0.0-

15

25

read-length distributions: normalised read fraction
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Stage

input -

successfully_clipped -

100.0%

failed_quality_filter - 0.9%
failed_homopolymer_filter - 0.0%
calibrator - 0.0%
UniVec_contaminants - 0.1%
rRNA - 0.5%

reads_used_for_alignment -

genome - 6.9%

miRNA_sense - 0.6%
miRNA_antisense - 0.0%
miRNAprecursor_sense - 1.6%
miRNAprecursor_antisense - 0.0%
tRNA_sense - 0.0%
tRNA_antisense - 0.0%
piRNA_sense - 0.0%
piRNA_antisense - 0.0%
gencode_sense - 2.7%
gencode_antisense - 0.1%
circularRNA_sense - 0.0%
circularRNA_antisense - 0.0%

not_mapped_to_genome_or_libs - _

repetitiveElements - 0.0%
endogenous_gapped - 0.2%
exogenous_miRNA - 0.0%
exogenous_rRNA - 0.0%
exogenous_genomes - 0.1%
N
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Q
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100.0%
86.9%
1.2%
0.0%
0.0%
0.0%
0.2%
85.5%
8.0%
0.6%
0.0%
2.0%
0.0%
0.0%
0.0%
0.0%
0.0%
3.2%
0.2%
0.0%
0.0%
77.5%
0.0%
0.2%
0.0%
0.0%

fraction aligned reads (normalised by # input reads)

100.0% 100.0% 100.0% NaN% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0%
87.3% 92.4% 88.6% NaN% 97.3% 98.7% 98.6% 98.9% 98.6% 98.7%
0.4% 1.2% 1.1% 1.3% 0.5% 0.4% 0.6% 0.4% 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% NaN% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
0.1% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1%
1.4% 0.3% 0.3% 1.9% 1.7% 1.4% 1.2% 1.2% 1.0%
85.4% 90.7% 87.2% 94.1% 96.3% 96.7% 97.0% 96.9% 97.2%
7.5% 8.1% 7.6% 90.3% 94.5% 95.4% 95.1% 95.7% 95.8%
0.6% 0.9% 0.7%
0.0% 0.0% 0.0% NaN% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
1.8% 2.2% 2.2% 0.2% 0.2% 0.2% 0.2% 0.4% 0.3%
0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
0.1% 0.1% 0.0% 1.0% 0.7% 0.5% 0.6% 0.4% 0.5%
0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
0.1% 0.0% 0.0% 11.8% 12.0% 10.3% 10.6% 7.7% 10.6%
0.0% 0.0% 0.0% NaN% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
2.9% 3.0% 2.7% 25.2% 24.2% 24.3% 16.5% 24.9% 18.4%
0.2% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1%
0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
0.0% 0.0% 0.0% NaN% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
77.9% 82.5% 79.6%
0.0% 0.0% 0.0%
0.2% 0.2% 0.2%
0.0% 0.0% 0.0%
0.0% 0.0% 0.0%
0.2% 0.2% 0.2%
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Stage

successfully_clipped -
failed_quality_filter -
failed_homopolymer_filter -
calibrator -
UniVec_contaminants -
rRNA -
reads_used_for_alignment -
genome -

miRNA_sense -
miRNA_antisense -
miRNAprecursor_sense -
miRNAprecursor_antisense -
tRNA_sense -
tRNA_antisense -
piRNA_sense -
piRNA_antisense -
gencode_sense -
gencode_antisense -
circularRNA_sense -
circularRNA_antisense -
not_mapped_to_genome_or_libs -
repetitiveElements -
endogenous_gapped -
exogenous_miRNA -
exogenous_rRNA -

exogenous_genomes -

100.0%

1.3%
0.0%
0.0%
0.1%
0.7%
97.9%
9.2%
0.8%
0.0%
2.1%
0.0%
0.0%
0.0%
0.1%
0.0%
3.7%
0.2%
0.0%
0.0%
88.7%
0.0%
0.2%
0.0%
0.0%
0.2%

&

N
QQ

100.0%

1.4%
0.0%
0.0%
0.1%
0.2%

98.3%

9.2%
0.7%
0.0%
2.3%
0.0%
0.0%
0.0%
0.0%
0.0%
3.7%
0.2%
0.0%
0.0%
89.1%
0.0%
0.2%
0.0%
0.0%

100.0%

0.5%
0.0%
0.0%
0.1%

1.6%

97.8%

8.6%
0.7%
0.0%
2.1%
0.0%
0.1%
0.0%
0.2%
0.0%
3.3%
0.2%
0.0%
0.0%
89.2%
0.0%
0.2%
0.0%
0.0%

100.0%

1.3%
0.0%
0.0%
0.1%

0.4%

98.2%

8.8%
0.9%
0.0%
2.4%
0.0%
0.1%
0.0%
0.0%
0.0%
3.3%
0.1%
0.0%
0.0%
89.4%
0.0%
0.2%
0.0%
0.0%

100.0%

1.2%
0.0%
0.0%
0.1%

0.3%

98.4%

8.5%
0.8%
0.0%
2.5%
0.0%
0.0%
0.0%
0.0%
0.0%
3.1%
0.2%
0.0%
0.0%
89.8%
0.0%
0.2%
0.0%
0.0%

NaN%

NaN%

NaN%

NaN%

NaN%

100.0%

1.3%
0.0%
0.0%
0.1%
2.0%
96.6%
92.8%

0.0%
0.2%
0.0%
1.0%
0.0%
12.2%
0.0%
25.8%
0.1%

0.0%

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

100.0%

0.5%
0.0%
0.0%
0.1%
1.8%
97.6%
95.7%

0.0%
0.2%
0.0%
0.7%
0.0%
12.2%
0.0%
24.6%
0.1%

0.0%

100.0%

0.4%
0.0%
0.0%
0.1%
1.4%
98.0%
96.8%

0.0%
0.2%
0.0%
0.5%
0.0%
10.5%
0.0%
24.7%
0.1%

0.0%

100.0%

0.6%
0.0%
0.0%
0.1%
1.2%
98.1%
96.2%

0.0%
0.2%
0.0%
0.6%
0.0%
10.7%
0.0%
16.6%
0.1%

0.0%

100.0%

0.4%
0.0%
0.0%
0.1%
1.2%
98.3%
97.0%

0.0%

0.4%
0.0%
0.4%
0.0%
7.8%
0.0%
25.2%
0.1%

0.0%

100.0%

0.4%
0.0%
0.0%
0.1%
1.0%
98.4%
97.0%

0.0%
0.3%
0.0%
0.5%
0.0%
10.7%
0.0%
18.6%
0.1%

0.0%

ReadFraction
1.00

0.75
0.50
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0.00



Stage

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

reads_used_for_alignment - 100.0% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0% 100.0%
genome - 9.4% 9.3% 8.8% 9.0% 8.7% 98.3% 96.0% 98.1% 98.7% 98.1% 98.7% 98.5%
miRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
miRNAprecursor_sense - 2.2% 2.3% 2.1% 2.5% 2.5% 0.2% 0.2% 0.2% 0.2% 0.2% 0.4% 0.3%
miRNAprecursor_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
tRNA_sense - 0.0% 0.0% 0.1% 0.1% 0.0% 0.6% 1.1% 0.7% 0.5% 0.6% 0.4% 0.5%
tRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
ReadFraction
piRNA_sense - 0.1% 0.0% 0.2% 0.0% 0.0% 11.7% 12.6% 12.5% 10.7% 10.9% 8.0% 10.9% 1.00
piRNA_antisense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.75
0.50
gencode_sense - 3.7% 3.8% 3.4% 3.3% 3.1% 16.7% 26.8% 25.2% 25.1% 17.0% 25.7% 18.9%
0.25
gencode_antisense - 0.2% 0.2% 0.2% 0.1% 0.2% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1% 0.1%
0.00
circularRNA_sense - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 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% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
not_mapped_to_genome_or_libs - 90.6% 90.7% 91.2% 91.0% 91.3% 1.7% 4.0% 1.9% 1.3% 1.9% 1.3% 1.5%
repetitiveElements - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.1% 0.0% 0.0% 0.0% 0.0% 0.0%
endogenous_gapped - 0.2% 0.2% 0.2% 0.2% 0.2% 0.1% 0.1% 0.1% 0.0% 0.1% 0.0% 0.1%
exogenous_miRNA - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
exogenous_rRNA - 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0% 0.0%
exogenous_genomes - 0.2% 0.2% 0.2% 0.2% 0.2% 0.3% 0.1% 0.1% 0.1% 0.3% 0.3% 0.3%
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# transcriptome reads / # genome reads
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QC result: overall

# transcriptome reads (log10)
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QC result: per-sample results

sample_500ul_lllumina_TATAAT combined_2 R1_001_fastq - 26453715 25329803 25169378 0.005

sample_200ul_B_Illlumina_TCCCGA_combined_2_R1_001_fastq- 23670707 22645125 22535422 0.005

(=]

sample_1ml_lllumina_TACAGC_combined_2_R1_001_fastq- 20215352 19233229 19118879 0.007

(=]

sample_2ml_lllumina_ TAATCG_combined_2_R1_001_fastq - 23321450 0.006

sample_3ml_lllumina_GACGAC_combined_2_R1_001_fastq - 27204745 0.007

sample_5ml_lllumina_ CTCAGA R1_001_fastq- 9795441 8845828 8762956 0.013

738259 0.023

sample_1ml_lllumina_TACAGC_L002_R1_001_fastq - 12061

o
~

sample_2ml_Bioo_TTAGGC_combined_2_R1_001_fastq - 22607435 1711974 g 0.184

o
~

sample_200ul_B_Bioo CAGATC_R1_001_fastq - 22463898 1829852 1417869 g 0.105

sample_5ml_Bioo_ ATCACG_combined 2 R1 001_fastq - 14802519 1115150 847868 0.76 0.106

2789562 2118550 0.76 0.142

sample_3ml_Bioo CGATGT_R1_001_fastq- 34924879

sample_500ul_Bioo ACAGTG_R1_001_fastq - 17741337 1226940 915301 0.75 0.131
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biotype

Biotypes: distributions, raw read—counts

mMiRNA -

misc_RNA -

PIRNA -

tRNA -

SnoRNA -

exogenous_genomes -

antisense -

protein_coding -

Mt_tRNA -

retained_intron -

Mt_rRNA -

processed_transcript -

lincRNA -

SNRNA -

exogenous_miRNA -

TR_V_pseudogene -

exogenous_rRNA -

i

nonsense_mediated_decay -

sense_intronic -

processed_pseudogene -

unprocessed_pseudogene -

rRNA -

sense_overlapping -

pseudogene -

transcribed_unprocessed_pseudogene -

TR_V_gene -

transcribed_processed_pseudogene - o
3prime_overlapping_ncrna - —| I |—

unitary_pseudogene - . : 4|:D— .
non_stop_decay - { | —

1G_V_gene- A TF
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1
circularRNA - ,—:l—
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biotype
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Biotypes: distributions, normalised
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Biotypes: per—-sample, normalised
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Biotypes: per—-sample, normalised
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MiRNA abundance distributions (raw counts)
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density

0.5~

0.4-

0.3-

0.2-

0.1-

0.0-

mMiRNA abundance distributions (raw counts)
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sample

AN EEEN

sample_1ml_lllumina_TACAGC_L002_R1_001_fastq
sample_1ml_lllumina_TACAGC_combined_2_R1 001_fastq
sample_200ul_B_Bioo_CAGATC_R1 001_fastq
sample_200ul_B_lllumina_TCCCGA_combined_2_R1 001_fastq
sample_2ml_Bioo_TTAGGC_combined_2_R1_001_fastq
sample_2ml_lllumina_TAATCG_combined_2_R1_001_fastq
sample_3ml_Bioo_CGATGT_R1_001_fastq
sample_3ml_Illlumina_GACGAC_combined_2_R1 001_fastq
sample_500ul_Bioo_ ACAGTG_R1_001_fastq
sample_500ul_lllumina_TATAAT_combined_2_R1_001_fastq
sample_5ml_Bioo_ATCACG_combined_2_R1_001_fastq
sample_5ml_Illlumina_ CTCAGA_R1_001_fastq



MiRNA abundance distributions (RPM)
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mMiRNA abundance distributions (RPM)
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sample_1ml_lllumina_TACAGC_L002_R1_001_fastq
sample_1ml_lllumina_TACAGC_combined_2_R1 001_fastq
sample_200ul_B_Bioo_CAGATC_R1 001_fastq
sample_200ul_B_lllumina_TCCCGA_combined_2_R1 001_fastq
sample_2ml_Bioo_TTAGGC_combined_2_R1_001_fastq
sample_2ml_lllumina_TAATCG_combined_2_R1_001_fastq
sample_3ml_Bioo_CGATGT_R1_001_fastq
sample_3ml_Illlumina_GACGAC_combined_2_R1 001_fastq
sample_500ul_Bioo_ ACAGTG_R1_001_fastq
sample_500ul_lllumina_TATAAT_combined_2_R1_001_fastq
sample_5ml_Bioo_ATCACG_combined_2_R1_001_fastq
sample_5ml_Illlumina_ CTCAGA_R1_001_fastq



Total # reads mapped to NCBI taxonomy
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Color Key

top taxa nodes: specific normalised read count
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top taxa nodes: specific absolute read count
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