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Summary

l-.[PASS] Basic Statistics

. IFAIL] per base sequence quality

».[PASS] per sequence quality scores

L [FAIL] Per base sequence content

L.[WARNING] Per base GC content

l».[PASS] Per sequence GC content

l».[PASS] per base N content

.[PASS] Sequence Length Distribution

l».[PASS] Sequence Duplication Levels

o FAIL] overrepresented sequences

L [WARNING] kmer Content

~[OK] Basic Statistics

Filename SW018_TAGTTCC_LO001_R1_00l.fastg.gz
File type Conventional base calls

Encoding Sanger / Illumina 1.9

Total Sequences 4000000

Filtered Sequences 0
Sequence length 250
$GC 43

~[FAIL] per base sequence quality
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Sequenc e content across all boses

100
Al
W

20 LN
e

a0

|

a0

&0

a0

a0 — ——

__,,.-l‘--__ r— ‘3—5_;‘

20

10

0

1T 2 32 4 65 6 7 8 9 15-19 2529 35-39 45-99 &0-69 80899 110-119 140-149  170-179 200209 2230-239 250
Position In read (o)

~[WARN] per pase GC content
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G content across dll bases
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GC detributionover allseguenc es
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http://127.0.0.1:8000/fastqc_report.html#M8 6/11



5/6/2015 SWO018_TAGTTCC_L001_R1_001 fastq.gz FastQC Report

M content across all bases
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DEtrbutizn of sequenc e lengths over allsequences
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