FastQC Read statistics
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id106_5.fastq - 18123692 reads, 76 nt, 54% GC (pair 1), 54% GC (pair 2)
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)
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Overrepresented Kmers (pair 1)

No overrepresented sequences

occurs 19570 times (0.10%) - Source: No Hit

Overrepresented Kmers (pair 2)

No overrepresented sequences



id69_6.fastq - 7479444 reads, 36 nt, 53% GC (pair 1), 53% GC (pair 2)
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences
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id69_7.fastq - 7442889 reads, 36 nt, 53% GC (pair 1), 53% GC (pair 2)
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1)
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Overrepresented Kmers (pair 2)
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id69_8.fastq - 6491737 reads, 36 nt, 52% GC (pair 1), 53% GC (pair 2)

Per base quality Per sequence quality
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id71_1.fastq - 6447580 reads, 36 nt, 52% GC (pair 1), 52% GC (pair 2)
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NNNNNNNNNNNNNNNNNN occurs 45370 times (0.70%) - Source: No Hit
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id80_3.fastq - 4857581 reads, 36 nt, 53% GC (pair 1), 52% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences
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id106_4.fastq - 14875367 reads, 76 nt, 49% GC (pair 1), 49% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id62_3.fastq - 9298549 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)
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id64_5.fastq - 6829216 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)
No overrepresented sequences
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id64_6.fastq - 6859266 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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No overrepresented sequences
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ide4_7.fastq - 6693301 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1)
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Overrepresented Kmers (pair 2)
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id88_1.fastq - 8220407 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)

Per base quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC occurs 10166 times (0.12%) - Source: No Hit

Overrepresented Kmers (pair 1)

No overrepresented sequences

Overrepresented Kmers (pair 2)

No overrepresented sequences



id88_2.fastq - 8450470 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)
CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCC oceurs 10230 times (0.12%) - Source: No Hit
Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id88_3.fastq - 8019255 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCLCC occurs 8820 times (0.10%) - Source: No Hit

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id88_4.fastq - 7984802 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

CCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCCLCC occurs 8162 times (0.10%) - Source: No Hit

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences
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id64_8.fastq - 5522389 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id66_3.fastq - 6170273 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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id69_1.fastq - 6498911 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)
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id69_2.fastq - 5553597 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id69_3.fastq - 5212403 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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Overrepresented sequences (top 5 for pair 2)
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id69_5.fastq - 6895867 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1)
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Overrepresented Kmers (pair 2)
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id79_2.fastq - 6924796 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1)
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Overrepresented Kmers (pair 2)
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id79_3.fastq - 7029825 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1)
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Overrepresented Kmers (pair 2)
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042009 _5.fastq - 9331001 reads, 60 nt, 51% GC (pair 1), 51% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

GATCTCATGGTGATGATTCTGCTGCTTGATAAA CAGGTATTCGTCAGCCGTAAGTC occurs 10788 times (0.11%) - Source: No Hit
GATCTCCCGAGGAGCAAAATTAAAGCAATAAGGAGGGGTCTGCCTGATGCTCCACTTGAA occurs 9414 times (0.10%) - Source: No Hit

Overrepresented sequences (top 5 for pair 2)
GATCTCATGGTGATGATTCTGCTGCTTGATAAATTTTCAGGTATTCGTCAGCCGTAAGTC occurs 14374 times (0.15%) - Source: No Hit

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



042009 _6.fastq - 10052856 reads, 60 nt, 51% GC (pair 1), 51% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



042009 _7.fastq - 6864697 reads, 60 nt, 51% GC (pair 1), 51% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



102009_6.fastq - 8342846 reads, 60 nt, 57% GC (pair 1), 59% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

GATCGGAAGAGCGGTTCAGCAGGAATGCCGAGACCGATATCGTATGCCGTCTTCTGCTTG occurs 300631 times (3.60%) - Source: Illumina Paired End PCR Primer 2 (98% over 60bp)
CGGTTCAGCAGGAATGCCGAGATCGGAAGAGCGGTTCAGCAGGAATGCCGAGACCGATAT occurs 153771 times (1.84%) - Source: lllumina Paired End PCR Primer 2 (97% over 41bp)
GATCGGAAGAGCGGTTCAGCAGGAATGCCGAGACCGATCTCGTATGCCGTCTTCTGCTTG occurs 94770 times (1.13%) - Source: Illumina Paired End PCR Primer 2 (100% over 60bp)
GATCGGAAGAGCGGTTCAGCAGGAATGCCGAGACCGATATCGTATGCCGTCTTTTGCTTG occurs 71579 times (0.85%) - Source: Illumina Paired End PCR Primer 2 (98% over 53bp)
GATCGGAAGAGCGGTTCAGCAGGAATGCCGAGACCGATATCGTATGCCGTCTTCTGCTTT occurs 70810 times (0.84%) - Source: Illumina Paired End PCR Primer 2 (98% over 59bp)

Overrepresented sequences (top 5 for pair 2)

CGGCATTCCTGCTGAACCGAGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGTAGATCTCG occurs 113983 times (1.36%) - Source: Illumina Single End PCR Primer 1 (100% over 41bp)
CGGCATTCCTGCTGAACCGAGATCGGAAGAGCGTCGTGTAGGGAAAGAGGGTAGATCTCG occurs 31196 times (0.37%) - Source: Illumina Single End PCR Primer 1 (97% over 41bp)
CGGCATTCCTGCTGAACCGAGATCGGAAGAGCGTCGTGTAGGGAAAGAGTGGAGATCTCG occurs 14025 times (0.16%) - Source: Illumina Single End PCR Primer 1 (97% over 41bp)
CGGCATTCCTGCTGAACCGAGATCGGAAGAGCGTCGTGTAGGGAAAGAGGGGAGATCTCG occurs 11729 times (0.14%) - Source: Illumina Single End PCR Primer 1 (96% over 32bp)
CGGCATTCCTGCTGAACCGAGATCGGAAGAGCGTCGTGTAGGGGAAGAGTGTAGATCTCG occurs 8939 times (0.10%) - Source: lllumina Single End PCR Primer 1 (97% over 41bp)

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)
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id62_2.fastq - 9427603 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)
NNNNNNNNNNNNNNNNNN occurs 10926 times (0.11%) - Source: No Hit
Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id64_1.fastq - 6811355 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id64_2.fastq - 6019458 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality

Per base sequence content Per base N content
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Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id64_3.fastq - 7185077 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality
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Per sequence quality

Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1)

No overrepresented sequences

Overrepresented Kmers (pair 2)

No overrepresented sequences



id87_5.fastq - 6759050 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)

Per base quality Per sequence quality
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id87_6.fastq - 6919355 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)
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id87_7.fastq - 7017475 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)
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id88_5.fastq - 8489136 reads, 36 nt, 48% GC (pair 1), 49% GC (pair 2)
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id108_3.fastq - 14928614 reads, 76 nt, 50% GC (pair 1), 50% GC (pair 2)
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id71_2.fastq - 5771643 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id71_3.fastq - 6487059 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id71_5.fastq - 6555660 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id74_8.fastq - 6748036 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)

Per base quality Per sequence quality

i

£

H

P
i

i

Per base sequence content Per base N content

Per base GC content Per sequence GC content

.
]
\
i
Oy AR

Sequence length distribution Per sequence duplication level
| S IR 1 et —— T S B
- | | R
. : A R
. . ] | |
- - fi ]
- - i

Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences
Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



Noco2

id108_2.fastq - 15334521 reads, 76 nt, 49% GC (pair 1), 49% GC (pair 2)
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id74_1.fastq - 6505077 reads, 36 nt, 47% GC (pair 1), 47% GC (pair 2)
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id74_2.fastq - 7012353 reads, 36 nt, 47% GC (pair 1), 47% GC (pair 2)

Per base quality Per sequence quality

P p oty ot

3

Per base sequence content Per base N content
m‘ be © = m‘ N
| 1 | 1
N | N |
L | | \
} = |5 = } i
0T . \ .
Per base GC content Per sequence GC content

Sequence length distribution Per sequence duplication level

‘

\

B B B A B B

Overrepresented sequences (top 5 for pair 1)

No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

No overrepresented sequences

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id74_3.fastq - 7141259 reads, 36 nt, 47% GC (pair 1), 47% GC (pair 2)
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id74_5.fastq - 7170441 reads, 36 nt, 47% GC (pair 1), 48% GC (pair 2)
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id80_1.fastq - 8137378 reads, 36 nt, 48% GC (pair 1), 47% GC (pair 2)
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id80_2.fastq - 7058507 reads, 36 nt, 48% GC (pair 1), 47% GC (pair 2)
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id62_1.fastq - 8406786 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id75_1.fastq - 6767153 reads, 36 nt, 48% GC (pair 1), 47% GC (pair 2)

Per base quality Per sequence quality

T T T - I
: uﬂﬂw w HH} . |

Per base sequence content Per base N content
m‘ L 2 m‘ )
| 1 | 1
N | N |
.| \ 11NN \
A = = | ]
i . i1 .
Per base GC content Per sequence GC content
; . ] S . O .
| | - )
| \ . -
i t\ - -
i MiIn] N -
] - “
Sequence length distribution Per sequence duplication level
e [P - . 1 e o
- " 4 i
- : ] H
. . ] R
. : : |
---- ]
“‘ v é/w © 0 B 0 0 0 #

Overrepresented sequences (top 5 for pair 1)
No overrepresented sequences

Overrepresented sequences (top 5 for pair 2)

NNNNNNNNNNNNNNNNNN occurs 9907 times (0.14%) - Source: No Hit

Overrepresented Kmers (pair 1) Overrepresented Kmers (pair 2)

No overrepresented sequences No overrepresented sequences



id75_2.fastq - 7264991 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id75_3.fastq - 5628839 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id75_5.fastq - 7118701 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id75_6.fastq - 7423497 reads, 36 nt, 48% GC (pair 1), 48% GC (pair 2)
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id87_3.fastq - 7076768 reads, 36 nt, 49% GC (pair 1), 50% GC (pair 2)
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id87_4.fastq - 6988412 reads, 36 nt, 49% GC (pair 1), 49% GC (pair 2)
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