@FastQC Report

Summary

@Basic Statistics

@Per base sequence quality

@Per tile sequence quality

@Per sequence quality scores

QPer base sequence content

QPer sequence GC content

@Per base N content

@Seuuence Length Distribution

@Lmuence Duplication Levels

@Overreoresented sequences

@Mpter Content

Kmer Content

@Basic Statistics

Filename
File type
Encoding

Total Sequences

Sequences flagged as poor quality

Sequence length
%GC

GOOD_AMPLICON-2_S2_L@@1_R1_6e1_fastq
Conventional base calls

Sanger / Illumina 1.9

51199

o

151

42

@Per base sequence quality

Quality scores asross all bases (Sangsr / llumina 1.8 sncoding)
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@Per sequence quality scores

Quality score distribution over all sequences

Average Quality per read

25000
20000
15000
10000

5000

15 18 17 1a 18 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 a8
Mean Sequence Quality (Fhred Score)

QPer base sequence content

Sequence content across all bases
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@Per sequence GC content

GC distribution over all sequences
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@Per base N content

N content actoss all bases
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@Sequence Length Distribution

Distribution of sequence lengths over all sequences

50000 Sequence Length
40000
30000
20000

10000

150 151 152
Sequence Length (bp)



@Sequence Duplication Levels

Psrcent of seqs remaining if deduplicated 8.04%
100
% Deduplicated sequences

% Total sequences
[0

50
70
80
50
40
30

20

o
1 2 3 4 5 L] 7 8 ) =10 =50 =100 =500 =1k =5k =10k

Sequence Duplication Level

@Overrepresented sequences

TAGCGTAAATGGACTTCCTTAAACTTTAACCGAACGCTGAGACTTCTGAT 44006 85.95089747846639 No Hit

147 0.28711498271450614 No Hit
TAGCGTAAATGGACTTCCTTAAACTTTAACCTAACGCTGAGACTTCTGAT 134 0.26172386179417567 No Hit
TAGCGTAAATGAACTTCCTTAAACTTTAACCGAACGCTGAGACTTCTGAT 113 0.22070743569210338 No Hit
TAGCGTAAATGGACTTCCTTAAACTTTAACCGAACGCCGAGACTTCTGAT 111 0.2168011093966679  No Hit
TAGCGTAAATAGACTTCCTTAAACTTTAACCGAACGCTGAGACTTCTGAT 104 0.2031289673626438 No Hit
TAGCATAAATGGACTTCCTTAAACTTTAACCGAACGCTGAGACTTCTGAT 97 0.1894568253286197 No Hit
TAGCGTAAATGGACTTCCTTAAACTTTAACCGAACGCTGAGACTCTGATG 90 0.1757846832945956  No Hit
TAACGTAAATGGACTTCCTTAAACTTTAACCGAACGCTGAGACTTCTGAT 79 0.15429988866970057 No Hit
TAGCGTAAATGGACTTCCTTAAACTTTAACCGAACGCTGAGACTTCGATG 53 0.10351764682903963 No Hit
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ATCCTCT
TCCTAGT
CTCCTCC
CTTGGGE
CCCETCC
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Position in read (bp)

ATCCTCT 10 ©0.0070713446 145.0 145
TCCTAGT 10 0.0070713446 145.0 145
CTCccTcC 10 0.0070713446 145.0 145
CTTGGGC 20 2.1111318E-6 145.0 a4
ccceTeC 10 0.0070713446 145.0 145
TTGGGCT 20 2.1111318E-6 145.0 5
ATAAATG 10 0.0070713446 145.0 5
GGCTCCT 20 2.1111318E-6 145.0 8
CTTATCC 10 0.0070713446 145.0 145
CAGCGTA 10 ©0.0070713446 145.0 1
ATCAACC 10 0.0070713446 145.0 145
GGGCTCC 20 2.1111318E-6 145.0 7
TAGCGTA 4605 0.0 145.0 1
AGCGTAA 4625 0.0 144.6865 2
GCGTAAA 4625 0.0 144.52974 3
CGTAAAT 4620 0.0 144.52922 4
TAAATGG 4630 0.0 144.37366 6
ATGGACT 4630 0.0 144.37366 9
AATGGAC 4630 0.0 144.37366 8
AAATGGA 4625 0.0 144.37297 7

Produced by FastQC (version 0.11.5)



