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PopmaT AaHHbIX FastQ

AMOZ435: 68 : 000000000-AUMSP:1:1101:14271:1352 1:N:0:52
GOTGAACCATGGCCAACAGGCTATCACCGGCGAAATGATGATCCGAATCTTCACCCAGGCC GAGGAAATGATC
TOTGCTCCCT O CACCGEEATT IO TTCATCAAGGATGEECTAGTTCAC TGERAAGGSCEETEAAGCETTGETCAGS
PEETAGATGCC C CACTET OGO ASATGAACAATTCAAGAACCAGGACCACTTSCTATSTCACGTTATTSGOACS
CAGATAGGETTCCGTAAGAACCAGATCATCGC

+
JAABAEFEFFFFAFFGGEEGEGGFHHHHHGGGGGEEHFFFFF GHHHGGGGHHHHHHHGF GHGC0 = @EEHHEGF G
HHHF HHF GFHHEEGGGEEE ? AGHHHHGHHHHHHHF HGGHSF GCGFFHHHHGGHHG GO @@ . 1FGHHHC AGHHH
HHGGHBGHGGFFC-

; BEGGFFGGE? CEEFEFFCFFFOC 9F GG GFSEEDDF / EFFFFFFFYEEFFFEFFFFEFFFEFFFFFEL; (AT,
FFDFF/EBEEFEFF/EBEFF.

AMOZ435: 68 : 000000000-AUmSP:1:1101:16805:1554 1:N:0:22

ATCAGTTCCTTEECGALL CCACGEEEECTGAACC CATTGEATGCGAGGCCGECGTAATGETCAGCGETACCCG
AGGETCCCATTCCGATGTAGATTTTTGC GGTACAGCAAGAGGGAAAGTCTCTGCGETGCATTAGTAATCTCCT
TPGATTAATCGTTTGEGTT GATAAATCTATTCCGTCAATGCCAGAGCCACAAGCACTGACACAGCCAGGAAGCC
CAGGGGGAGTATCATGGT TAGTAATAGGAAGS

+
>ABEEFFFFFFFGGGCGEEGGEGECCCEEEHHHHGGHHHHF HHHGG GGG GEEEEESGEHHGHHHHC EEGGHHS
GEEEHHHEHHGHHGEGHGHHHHHHHGHG GG F GF HHHGHHHHG D HEHGHHHHHHG GGG 3HHHHHGHEF GGG GG
GEGEFFFGEEGEGF oGO EGGCGFGSFFGEGGFFFFFFFFFFFFFFFFFFFFFFFFFFFEFFFFFFEFFFFFFEF
FFFFFAC=D; BEFFFFFFFFFFFF/FFEFFFFD



@FastQC Report

Summary

(D Basic statistics

@Per base sequence quality

@Per file sequence quality

@Per sequence guality scores

@Per base sequence content

:‘]?Per sequence GC content

@Per base N content

Sequence | ength Distribution
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) Overrepresented sequences

@Ada ter Content

@I«{mer Content

FastQC

@Basic Statistics

Measure Value

Filename

File type

Encoding

Total Sequences

Sequences flagged as poor quality
Sequence length
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Conventional base calls
Sanger f Illumina 1.9
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@Per base sequence quality
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FastQC

@Per base sequence quality
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Quality scores actoss all bases (Sanger/ llumina 1.9 encoding)
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FastQC

“Qverrepresented sequences

CCCGACTCTGATCAGCCCACCCTTCCCCCGTAGCCCCTCGTCTGGTGGGEE 216 8.180428519496126758 No Hit

GATCGGAAGAGCACACGTCTGAACT CCAGT CACAGCGATAGATCTCGTAT 215 8.18855183421478353 TruSeq Adapter, Index 1 {97% over 36bp)

CTCOGRCCTTABACCCACATCCAAAAGAGAGAGAATCGCATGAGCTTTCT 122 8.18600226366698154 No Hit



AnropuTtmbl COOPKK de novo

 OLC — overlap-layout-consensus (Arachne,
Celera, CAP3, Phrap)

* [ padpbl ae bpenHa (Velvet, SOAPdenovo,
SPAdes)
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Show more tracks together: [ 2. Create Track List ]
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sarcoma5b5 DNA-seq

DNA Read Mapping
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|» Track Settings
Navigaﬁon
17 (81,195,210bp)

Range: 80,788,323 -|80,789,592

Insertions
No insertion sources in view
Find

Find

Track layout
w Reads track
Data aggregation quve 100bp v:
Graph color -

Fix maximum of coverage graph []
Hide insertions below (%) [ 1.0
Highlight variants »

Float variant reads to top
Disconnect paired reads ||

Show quality scores [

Matching residues as dots [

Show read type specific coverage [
Only show coverage graph []
Highlight reverse paired reads ||

Text format
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