
Library preparation and sequencing data analysis report
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Project name (ID): Total BRB-seq

Library preparation summary

gn,elpmas/ANRgvAselpmasfobNyrarbiL

Total BRB-seq 96 NA
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Library sequencing summary

elpmas/sdaerdexelpitlumed.gvAdexelpitlumeD%sdaerdexelpitlumeDsdaer_FPyrarbiL

Total BRB-seq 1,039,998,526 1,033,797,486 99.4 10,768,724
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Library alignment summary

emonegotdeppaM%ylbmessaemoneGyrarbiL
(from demultiplexed)

% Mapped to exons
(from demultiplexed)

Total BRB-seq homo_sapiens GRCh38
114

91.03 44.31

Not aligned No feature Mapped
to exons
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Library Total BRB-seq, per sample summary

Number of sequencing reads per sample

0.0e+00

5.0e+06

1.0e+07

1.5e+07

Samples

N
b.

 R
ea

ds

7.1M 11.4M 8.1M 10.2M 9.8M 9.7M 8.3M 8.4M 11M 11.6M 9.8M 12M

10.9M 12.4M 10.4M 10.3M 10.1M 11M 11.8M 12.3M 9.6M 8.8M 10.1M 12.6M

11.9M 10.1M 12.1M 11.4M 6.7M 10.3M 12.1M 10.5M 10.5M 9.4M 10.1M 10.2M

10.2M 10M 9.2M 6.9M 11.9M 11.8M 12.4M 9.2M 13M 8.8M 11.2M 8.4M

11.8M 10.3M 9.9M 10.5M 10.9M 9.5M 10.3M 11.3M 13.2M 11.3M 9.8M 8.6M

9.5M 11.6M 10M 13.3M 13.2M 11.4M 12.3M 12.7M 9.9M 12.4M 10.8M 10.9M

10.6M 11.1M 12.3M 11.3M 11.4M 13.4M 8.4M 14.6M 14.1M 10.5M 11.7M 9.5M

14.2M 9.1M 12.4M 9.4M 8.9M 13.4M 9M 13.7M 6.4M 11.9M 13.4M 11.3MH
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Alignment stats, per sample
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91.2% 90.4% 91.5% 91% 90.9% 91% 91.2% 91.5% 91.4% 90.8% 91.2% 90.8%

91.1% 90.7% 91.2% 90.8% 90.7% 91.6% 91.2% 91.6% 91.4% 91.2% 90.8% 91%

90.4% 90.9% 91.1% 91% 91.2% 91.4% 91.1% 91.5% 91.3% 91.6% 91.1% 90.9%

90.6% 90.7% 91.1% 90.8% 90.9% 91.5% 91.2% 91.6% 91.1% 91.4% 91.5% 90.7%

90.4% 91.1% 91.1% 91% 90.9% 90.6% 91.4% 91.4% 91.3% 91.5% 91.4% 91%

90.1% 90.3% 91% 91% 90.7% 91% 90.8% 91.4% 91.4% 91.3% 91.4% 90.9%

90.7% 90.7% 90.6% 90.8% 90.9% 90.8% 90.8% 90.9% 91.3% 91.5% 91.6% 91.2%

90.1% 90.9% 90.9% 91.3% 90.5% 90.4% 90.5% 90.5% 91% 91.4% 91.4% 91.6%H
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Detected genes, per sample
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Log2(CPM+1)

25.7K 27.9K 26.2K 27.3K 27.1K 27K 26.3K 26.3K 27.7K 28K 27.1K 28.2K

27.7K 28.3K 27.2K 27.3K 27.2K 27.8K 28K 28.2K 27K 26.5K 27.3K 28.3K

28.2K 27.3K 28.2K 27.9K 25.2K 27.3K 28K 27.5K 27.5K 26.9K 27.2K 27.1K

27.2K 27.2K 26.7K 25.3K 28.1K 28K 28.3K 26.7K 28.6K 26.6K 27.9K 26.3K

28K 27.4K 27.2K 27.4K 27.6K 26.9K 27.4K 27.8K 28.7K 27.7K 27.1K 26.5K

26.9K 27.9K 27.1K 28.6K 28.5K 27.9K 28.2K 28.4K 27.2K 28.3K 27.7K 27.7K

27.5K 27.6K 28.3K 27.8K 27.9K 28.6K 26.3K 29.1K 28.9K 27.4K 28K 27K

29K 26.6K 28.2K 27K 26.6K 28.6K 26.6K 28.7K 24.9K 28.1K 28.7K 27.9KH
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Biotypes, across samples
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Gene_Biotype

protein_coding

lncRNA

misc_RNA

snoRNA

Mt_rRNA

processed_pseudogene

ribozyme

TEC

IG_V_gene

IG_C_gene

other
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Most expressed genes, across samples
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GeneName

other

MALAT1

RN7SL1

MT−CO1

ACTB

EEF1A1

MT−CO3

FN1

SNORD3A

NEAT1

APOB
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