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@FastQC Report

Fle Analysis Tools View Help

€RCC0000008

@ FASTQ Quality Check {SRR937564_2.fasty.gz) B |

FASTQ Quality Check: SRR937564_2 fastq.gz

Statistics
Maasure Value
Fila Type: Gomvantonal base call
Encading ‘Saner llurina 19
Totai Reacs 1090278

Poor Qusity Reacs.| 0

Rasad Langity 101
%ac “
Results
Module Status

Per Base Sequence Ousity | FAL
Por Sequance Qualty Scores

Por Base Sequence Cersent | FAR
Por Sequence GC Conlnt | WARNIE
Per Base N Cortent

o000

mi s
& *NGS Quality Assessment: Dataset £ 12012 F AN = O
| E g E Name E FleTyps | E Encoig | E Tota Roods | £ PoorQually.| E Readlengeh| E %oc |19
f Srnsa7Sse_1 tastn e Conventansi . sanger | i 1029972 a m 20
2 ShR33758 2 tastn gz Conventinal..._ Sanger ... 1029572 a n 10
b SRR937384.1 tastn 3z Conventanal . Sanger i 1099275 a 10 a0
. [shReIT36 2 taste 0z Conventranal .. Sanger | llumi... 1093275 o 10 san
5 SRR37566,1 tast g2 Conventianal .. Sanger  lumi... 1330876 o 440
[ SRR937561. 2 tasta a7 Conventional .. Sanger  llumi... 1339876 o 40
’ SART3720_1 sty 0z Conventional .. Sanger /... 1490495 a 50
o ‘Sras37320_2 tastn g7 Conventionai .. sanger il 1493435 a ss0
s sARS3TI2T_Lsstuz Conventinal .. Sanger ) llumi... 1526289 a sa0
10 ShRga7S21 2 fastn gz Conventonal .. Sanger  ilumi... 1526289 o 0 a0
[ SRR937948.1 tastn ae Conventianai .. Sanger i 1548816 o 80
12 SRRI374G. 2 fasta 0z Conventional .. Sanger ) llumi... 1540816 o )

| @ Progress | @ File Manager| @ Application Messages| @ -Chart: per Base Sequence Quality (Sanger _illumina 19.... 1 | 2] -]

® Vielcome Message | @) FAST Quality Check (Dataset)| @ *Chart: Per Base Sequence Content [SRR937564_Lfasta.gz] 1

Per Base Sequence Quality (Sanger / lllumina 1.9 encoding) [SRR937558_2.fastq. °
gz]
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File Analysis Tools View Help
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start gene
@ Table: ERR19

Nr

1

Set-to-Sense (Based on Best-Blast-Hit)

Translate Longest ORF

Search Loaded Annotations in Another Annotation Set
Find Duplicated Sequences

Find Similar Sequences

Batch Rename

Retrieve Blast Top-Hit (Onling)

Retrieve Blat Top-Hit
FASTQ Tools

Create NCBI GenBank Genome Submission Files (onling)

D.®- @€

hs rna-seq wflo

(de novo) | @ *NGS Quality Assessn

= File Type

! N Tools FASTQ Tools>FASTQ Quality Check

> FASTQ Quality Check

FASTQ Quality Check (EEEE X FAST = s . -
e Zi P
Quality Assessment of Sequence Data Y 7 Q p g p
7
P A
' p Name <Tab> Sequence® / P
Raw Sequence Data Select FoEg (7] 7
|fhomefcarlostocumentosffastqcfdatasethRRQ3?558_1,fastq,gz, Jhatl 7’ Blast2GO
7 AGATCGGAAGAG
P g lllumina Small RNA 3 TGGAATTCTCGG
B e - lllumina Small RNA 5 * GATCGTCGGACT
Additional Adapter Sequences [ Bpefte.| @ Nextera CTGTCTCTTATA
Select Text File SOLID RNA CGCCTTGGCCG

Additiona

Contaminant Seque [

[Select Text File

Chart Read Length Binning |

Please cite FastQC as:
Andrews S (2010)."FastQC: a quality control tool for high thoughput /-l
sequence data". Available online at:

http:/fwww.bicinformatics.babraham.ac.uk/projects/fastgc
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@ Welcome Message | ) FASTQ Quality Check (Dataset) 52 | () FASTQ Quality Check (ERR1948631_1.fastq) | () FASTQ Quality Check (clean_ERR1948631_1.fq) | &) “Chart: Adapter Conten

FASTQ Quality Check: clean_ERR1948631_1.fq

FASTQ Quality Check

Name: Dataset / Statistics

Overall Results 7/ Measure Value
Name Per Base Quality Per Quality Scores Per Base Sequence Content Per Seguence GC Content Per Base N Cunlent/ File Type Conventional base calls
ERR1948631_1.fastq FAIL / Encoding Sanger / lllumina 1.9
clean_ERR1948631_1.1g FAIL / Total Reads 27580998
Name Sequence Length Distribution  Adapter Content Overr Duplication Levels Report 7/ Poor Quality Reads 0
ERR1948631_1.faslg FAIL FAIL (H:) / Read Length 36-125
clean_ERR1948631_11q FAIL @ %GC 46

The FASTQ quality check task is performed by nine analysis modules. The table above provides a quick evaluation of whether the results of each module seem entirely

normal (pass), sightly abnormal (warning) or very unusual (fail). Note that these evaluations must be taken in the context of what is expected from the library. For example, R It
some experiments may be expected to produce libraries which are biased in particular ways. Therefore, the summary evaluations should be treated as pointers that guide the esults
preprocessing of the libraries

Module Status Details
Analysis Parameters Per Base Sequence Quality (ch)
Parameter Value Per Sequence Quality Scores (cn)
Chart Read Length Binnin true
g J Per Base Sequence Content = FAIL (Ch)
Provide Adapter Sequences false
Provide Contaminant Sequences  false Per Sequence GC Content @
Per Base N Content (cn)
References Sequence Length Distribution ®
« Andrews 5 (2010)."FastQC: a quality control tool for high thoughput sequence data”. Available online at: hitp://www bioinformatics. babraham_ac_ukiprojectsfiasiqc. Adapter Content @
o Gotz S et al. (2008). "High-throughput functional annotation and data minning with the Blast2G0 suite”. Nucleid Acids Research, 36:3420-3435. Overrepresented Sequences @
Sequence Duplication Levels = FAIL ®
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