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@ Welcome Message FASTO Quality Check (Dataset) &2 | FASTQ Quality Check (ERR1348631_1.fastg) | FASTQ Quality Check (clean_ERR1948621_1.fq) | @ *Chart: Adapter Conteni

FASTQ Quality Check

Mame: Dataset

Overall Results

preprocessing of the lioraries.

Name Per Base Sequence Quality Per Sequence Quality Scores Per Base Sequence Content
ERR1948631_1.fastg FAIL
clean_ERR1948631_1.fg FAIL

Name Sequence Length Distribution Adapter Content Owverrepresented Sequences
ERR1948631_1.fastg FAIL WARNING FAIL
clean_ERR1948631_1.fg | WARNING WARNING FAIL

The FASTQ guality 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,
some experiments may be expected to produce libraries which are biased in particular ways. Therefore, the summary evaluations should be freated as pointers that guide the

Sequence Duplication Levels Report

Per Sequence GC Content Per Base N Content

J BRATHME T 9 BELIN— MOMWERK

IE® (PASS)

bIMCEE (WARNING)

25 (FAIL)
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® ~ @

genome genetic
analysis variation
Load

DMA-Seq De Novo Assembly

S DNA-Seq De Novo Assembly

BCRC

Transcript functional
amics analysis

® de novo 7> JUY—)L&HUws

Genome Analysis ModulezERELEY,

¥

DMA-Seq De Novo Asssembly Strategies

AByS3 Y

@

@ ABySS

ADyiovrmeenibly By Short Sequences) is a de novao, parallel, paired-end sequence assembler that
is designed for short reads. It implements algorithms that employ a Bloom filter, a probabilistic
data structure, to represent a de Bruijn graph. ABy5S5 is capable of assembling large genomes.

(O SPAdes

SPAdes (5t. Petersburg genome assembler] is an assembly toolkit containing various assembly
pipelines based on the Bruijn Graph. SPAdes works with lllumina or lonTorrent data, and is
capable of providing hybrid assemblies using PacBio, Oxford Nanopore and Sanger reads.

SPAdes is designed for small genomes, and allows to assemble single-cell MDA data as well as
standard isolates.

Ci Flye

Flye is a de novo assembler for single-molecule sequencing reads, such as those produced by
PacBic and Oxford Nanopore Technelogies. It is designed for a wide range of datasets, from

small bacterial projects to large mammalian-scale assemblies. Flye uses the repeat graph as a
core data structure.

Default < Back Run Cancel

@ EAIZ7EZIU7NTIXLOFH5] ABYSS 172:2R

@ ABySS DNA-Seq De Novo Assembler
Input

ABYSS (Assembly By Short Sequences) is a de novo, parallel, paired-end sequence
assembler that is designed for short reads. It implements algorithms that employ a Bloom
filter, a probabilistic data structure, to represent a de Bruijn graph. ABySS is capable of
assembling large genomes.

Note: This tool makes use of free cloud computation resources. This is an introductory offer

and may change in a future release depending on the overall resource consumption of
this feature.

Input Reads 6 Files Paired-End I Clear I Add Files j 7]

Paired-End
Paired-End

] /data/datasets/abyss/elegans_genome_dataset/DRR0O08443_1.fastq.gz

] /data/datasets/abyss/elegans_genome_dataset/DRR0O08443_2.fastq.gz
Paired-End] /data/datasets/abyss/elegans_genome_dataset/DRR008444_1.fastq.gz

]

]

]

[
[
[
[Paired-End] /data/datasets/abyss/elegans_genome_dataset/DRRO08444_2 fastq.qz
[Paired-End] /data/datasets/abyss/elegans_genome_dataset/DRRO08445_1.fastq.gz
[

Paired-End] /data/datasets/abyss/elegans_genome_dataset/DRR008445_2.fastq.gz

Use Additional Data O Q

Additional Data 0 Files I I ‘ (2]

Paired-End Configurati

Define the pattern to distinguish upstream files from downstream files. The pattern is
searched right before the file extension, and the rest of the name should be the same for
both files of each sample.

Upstream Files Pattern ‘,1 | a

Downstream Files Pattern ‘72 ‘ (2]

Default ‘ l < Back l Cancel I I I

Filgeng

biosciences & nanosciences

AT TAA MY — RH

HNIETBEBICASITBET.

LTI DRBEZNETEET,
(S THERMEIAE T, )

RPIZR)—-ROZEYN-RE
IAT—Rekbl 3 58D DX F
B AFILET,

® QCeERITULEmMBR)-RT—452 A



de novo 7t>JV

Filgen

@ AByYSS DNA-Seq De Novo Assembler A O X
Configuration
WICEER/NSA-H
K-mer Size ‘55 - |+ ‘ (7] ! ! i
_ ) - . k-mert A XDFR(&, >—T> A7 IVICEFLFR
e palred deprumgreen O o BBE5 25T, - RORSODBELES DFERE
K-mer Pair Span | | 2] ’iﬁﬁ@'é:&:’&&b‘ﬁﬂ&bbi@'o
Minimum Alignment Length |40 - |+ | (2]
Hash Functions ‘ 1 - F I Q . _ -
V—ROER/NTFA A MRZRAEIZLETEET,
K-mer Count Threshold ‘2 - |+ ‘ (7]

‘ Default ‘ ‘ < Back ‘ Cancel ‘ ‘

I5-PEZEEORN)-RTHIREEMEDH RN/
LySk-merg I4LAI2 ) TEES  IINLySHhBER(C
BVWT Iy TR COBZRAR4ETHE CEEI.

biosciences & nanosciences

=

Output

Unitigs Fasta

ABySS DNA-Seq De Novo Assembler

el S

|mome,i:arlos,idataset7c7

Contigs Fasta

elegans/unitigs.fasta

|Ihome,i:arlos,idataset?c?e

Scaffolds Fasta

legans/contigs.fasta

|Ihome,i:arlos,idataset?c?e

legans/scaffolds.fasta

Version Details:
ABySS 2.1.5

Please Cite:

Jackman SD et al. (2017). ABySS 2.0: resource
Bloom filter. Genome research, 27(5), 768-777.

| Default | | < Back ‘

| Cancel | ‘

-efficient assembly of large genomes using a

Run

[tad
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FEEROFASTATPAIVCHIZ T, Lik— heFv— M ERKRENE T,
BRABING—>DETEZITUV, SRECEDLIN—MeEEUE T,

ETCOIEBOVTHERZITICL 2R LI TN, CCTRIFICEZEREDZIERAVLET,

ABZIEERERLTVET . COFUEZS%KRIEICT DL
EHERLTT .

N50(F 7> TV DfEROBRUEU IR 246812 TY .
COMEHIFVEE. LRV TR RLUTVWET,

Results Overview

Eloom filter False Positive Rate (FPR): 0.056%.

Statistic

Number of Contigs (== 0 bp)
Number of Contigs (== 1000 bp)
Mumber of Configs (== 5000 bp)
Number of Contigs (== 10000 bp)
Number of Contigs (== 25000 bp)
Number of Contigs (== 50000 bp)
Total Length (== 0 bp)

Total Length (== 1000 bp)

Total Length (== 5000 bp)

Total Length (== 10000 bp)

Total Length (== 25000 bp)

Total Length (== 50000 bp)

For Contigs == 500

Number of Contigs

Largest Contig

Total Length

GC (%)

M50

NT75

L50

L75

Number of N's per 100 kbp

assembly_unitigs
9,036

1,801
1,360
1.041

581

253

42 852 845
41,950,921
40,791,399
38,431,541
30,767,430
18,981,278

1.977
210,594
42,079.243
42.01

44 425
23,565

297

614

assembly_contigs
6,704

4584

430

358

328

245
42,903,496
42,219,326
42,054,369
41,823,237
40,645,628
37,524,920

44
671270
42,255 468
42

166.474
05.900

a0

164

12.02

assembly_scaffolds
6,328

266

202

191

170

152
42,890,544
42,225 854
42,060,897
41,885,378
41,639,105
41,004,558

315
1,337,175
42,261.476
42

358,508
204,792

40

78

29.36
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Repeat Masking

Filgeng

Cle OO ()

genome genetic transcript functional
analysis variation omics analysis
Load »

' D Repeat Maskingy—I)Lz4JUw)

Genome Analysis ModulezERLEY,

DMNA-Seq De Novo Assembly
DMA-Seq Alignment

Genome Assembly Quality Assessment
DMA-Seq Polishing

Repeat Masking

mana Findima

(=)} Repeat Masking ~ O X

Input

Repeat identification and masking is usually a previous step to the gene prediction and
annotation phase. The masking step signals to downstream sequence alignment and
gene prediction tools that these regions are repeats. This application is based on
RepeatMasker, a program that screens DNA sequences and detects transposable
elements, satellites, and low-complexity DNA sequences.

Input Sequences

/data/datasets/repeat_masking/c_elegans.fasta |

Default ‘ I

|

@ HIIETERUlzscaffolds.fastaz A JUZE T,

© Repeat Masking

Configuration 1

Search Configuration

Search Engine

biosciences & nanosciences

BRI EIERUVET,
(£ —T(ERMBlastZziEiR)

F—AIN-RAZIERLET,
(£=F-T(IDfam%iER)

BREANDLET,

@ ERCTEERRTEZITL.
RE(CRIFIZIEELET Y,

) HMMER
(®) RMBlast
Repeat Database Dfam Consensus ~ e
Database File
Species |40559 Botrytis cinerea i 9
Default < Back Mext > Run Cancel
*ﬁi N SwWN k"'o)=n'|—l—| VA
1> e 217N
RAL /2 S [)Y4 o
=) i = 5 e Ty ~0x
Canfiguration 2 Output
RMBlast Options
Output FASTA .. @
Speed/Sensitivity @
Fdatakdatasetsirepeal masking/masked_sequences.fasta
Apply Divergence Cutoff @
gence Cut Version Details;
- RepeatMasker 40.9
- Dfam 3.0
Please Cite:
- SMit, AFA, Hubley, R, 3nd Green, P, (2013). Repeatiasker Open-4.0. Retrieved 2018, [4;
from http:/repeatmasker.orgy.
Interspersed repeats;simple repeats a [ % ] @ - Hubley R., Finn D., Clements )., Eddy SR., [ones TA, 820 W, Smit AF. and Whesler T). [
N [2016). The Dfam database of repetitive DNA families. Nudleic acids research, 44(D1),
Not mask RNA genes o

D813,
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4xm  Repeat MaskingZOt (.

—— masked sequenc... | ~ _ -
M + ~(Documentos/repeat_... M\ﬂ' - 8

1>=ref|NW 003336071.2| Danio rerio strain Tuebingen
chromosome 24 genomic scaffold, GRCz1ll Primary
Assembly WGSCTG899
2 CCTACACTCACCCTAACCCTAAAGTCAGTAACCCTGACACTAAAACCCCT
3 CTTAATACGACCTGAAATCACAGGAACCATACCCCAAACACGGGGGALGE
4 CGCGACAAACCCTAACTCGAATCTTAACACAAAAGTAAATATACGAAGGG
5 NNMMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNND
6 NNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNN
7 NNMMNNNNNNNNNNNNNNNNNNNNNNNNNNNTTATTTATTTATTCACAAA
8 AAATACATAAAACAGCATGATATTCAACAATTAGAAACAGGAGTGGAGGA
9 GGGTCTGGACGAAGGAGGAAGTCGAAATGGAATCCGAAGCGGTCAGTTGA
10 AATGTAGGACAATGCACAACCAAGGCCGGACACAGTCTGGCCTTTGGATT
11 TTTCGTTCCCCTAACCCTAACCAATCAGATCCAATATGCTAATGAGGGTG
12 AAACATAATGAGGGTGAAACTCGTATTGACACCTATACCTAACCCTAACC
13 CTGACTCAGTCCAACCTCTGGATTTTTCTTCACCCTAACCCTAACGCCAC
14 GGGGCGTGGCGGGCAGTTGATGTCGATGGACCGTGCATAACCGGGNNNNN
15 NNNMNNNMNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNN
16 NNNNNNNMNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNND
17 NNNMNNMMNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNND
18 NNNNNNNMNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNNN
19 NNNMNNNMNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNNNNMNNNNNNND
20 NNMNNNNNNNNNMNNNNNNNNNNNNNMNNNNNNNNNNNNNNNNNNNNNNN

A hIRIRIRI AR R RIRI AR AR AR ATRIRIARIAIATRIRI R IR RIRIRIARIAIRIRIRIRIAIRIRIARIARIAIRIRIRIRIAIRIRIANIAI

exto plano ¥ Anchura del tabulador: 8 Ln11, Cal 21 hd INS

NAJESNIES =T 2R

NAIENS =X (FASTARR) | RESNUE-ROAIE (GFFREER) |« Lik— MMRIFENE TS

Repeat Distribution [dr_ref GRCz1ll_chr24.fal

small RMA: (37,016 / 0%) — —emmw
Low complexity: (180,431 / e § \ l H

- }
0%] e
Satellites: (583,339 / 1%)’ )’
e \
7
N

Unclassified: (644,410 / 1%)':/
!
SINEs: (1,407,487 | 3%))

LINEs: (1,585,966 / 3%)" ,
Simple repeats: (1,838,794 / f,.'f
4%) /

{ Non-repetitive: (20,889,487 /
LTR elements: (2,444,054 / | )
5%)

DNA transposons:
(20,363,539 / 41%)

AT, Lik=bheFv— M ERSENE T,
Fr—ME BUE-NIZANNN -T2 -2 ADEIEZRLTVET,
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genomk genetic transcript functional
analysis variation omics analysis
Load >

DNA-Seq De Novo Assembly @ Gene Finding‘y—)l/%i’]U“J’]

DMA-5eq Alignment
Genome Assembly Quality Assessment Genome Ana |y5iS Modul e;&'fﬁﬁﬁ ngfa_o
DMA-Seq Polishing
Repeat Masking
Gene Finding

BAuliol mriie Camnanca Tiemina TRALCTY

&) Gene Finding O *

Gene Finding Strategies

(®) Eukaryotic Gene Finding

The Eukaryotic Gene Finding functionality is based on the AUGUSTUS software, which is
designed to predict genes in eukaryotic genomic sequences. It is one of the most accurate
programs for the species it is trained for.

(D Prokaryotic Gene Finding

The Prokaryotic Gene Finding functicnality is based on Glimmer, which is a system for finding
genes in microbial genomes (bacteria, archaea and viruses). Glimmer uses Interpolated Markov
Models (IMMs) to identify the coding regions and to distinguish them from non-coding DMNA.

Default < Back Run Cancel

@ Eukaryotic Gene Findingz/Uw%

biosciences & nanosciences

S Eukaryotic Gene Finding A O

Input

The Eukaryotic Gene Finding functionality is based on the AUGUSTUS software, which is
designed to predict genes in eukaryotic genomic sequences. It is one of the most accurate
programs for the species it is trained for.

Mote: This tool makes use of free cloud computation resources. This is an introductory offer
and may change in a future release depending on the overall resource consumption of this
feature.

Input Sequences

/data/datasets/augustus/SC_genome.fa ‘

Browse... ‘0

SO - [

3 Repeat Masking TESNICFASTARZTAD

DNAADS =T R AFILET

=

10
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biosciences & nanosciences L
& Eukaryatic Gene Finding O % ©) Eukaryotic Gene Finding O ke
Configuration: General Configuration: Gene Finding Mode
BOIERER T RIZHS I B12h(C,
JIVICREIAVBELEEMZEIRUET
"~

Gene Finding Mode 9
Closest Species Botrytis cinerea [Fungi - Ascomycota @Eotiomycetes] v| 9

(®) Ab Initio Prediction
Strand Both Strands > 9 The 'Ab initio' mode relies only on the pre-computed trained models, It predicts genes using probabilistics models

based on Hideen Markov Models.
Allowed Gene Structure Partial ~ 9
Output Genomic Features | Introns,Start, Stop | > @ (O Prediction Using Extrinsic Evidence

H A
e I:‘ 9 R“epeat MaSkI ngMIE1§0) The 'Extrinsic Evidence' mode uses experimental evidence to identify parts of gene structures, to uncover alternative
Ignore Strand Conflicts 5— —9#&4@% bjti%/lfl\(j:\ splicing, o to overall improve annotation quality.
P - > ~

UTR Prediction O @ OATIIYEN-IUET,
MNe In-frame Stop Codons O 9 Extrinsic Evidence Data OFiles RNA SE/US Clear| Add Files| g}
Stop Codons Excluded From CDS O 9
Softmasked Sequences 9
Sample |1Dﬂ = | (7]

Extrinsic Evidence Configuration
Alternatives From Sampling O 9 Minimum Intron Length |4' = | (7]

Maximum Intron Length 350000 = | 9
Alternatives From Sampling Configuration

Allow Hinted Splice Sites (AT/AC) 9
Min. Excn Intron Probability 0.1 9

Alternatives From Evidence 0
Min. Mean Exon Intron Probability 0.4 9 e

Mazx. Tracks

Temperature

Default

[ e
3 3|9

< Back Run Cancel

@IN\SA—H%FLTE

Default <Back Next > Ered

@F@J'@L;}Rbt"“ DH&{EFHT S
Z&ld. Ab initioE— RiEIRUE T,

RNA-SeqT —4A09>/)\J&, EST/cDNAT—Ih'H3H5E (.
Extrinsic Evidence®—RzEIRIBET, 7 )7-23>0%
ﬁSE’J dﬂﬂ%&ﬁiéﬁ%(—tb‘?%iqo

11
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R EES

FASTA

CDSHc?!]

GILT )7—=23>714)UE.
Genome Browserz{ERAUTHEETEEY,

FASTA

SOV 1]l

GFF

IN I

71

>3

biosciences & nanosciences 4

©DS Length Distribution

ﬁ‘»“~$‘~$‘~vﬂ’ﬂy
g*‘., EFELF

Length (1)

LiR—b-Fr—h

D X333 3 3333333333 3333333333333 33333333333 33333333333 3333333333333 3333333333333 333333333 3333333333333 3333333333333333333333333)))

COMT >

ENSTO0000361682 >

ENSTO0000407537 =

ENST00000403710 >

ENST00000403134 >

exon - 1676433

ENST00000207636 >

start-end: 19962233-19962815

ENSTO0000412786 >

- strand: +
length: 583
- chromosome: 22

ENST00000406520 >

source: havana
- type:exon

Attributes: I
parent: transcript: ENST00000403710

ENSTOD000467343 =

1676591 >

1676551 >
1676537 >
1676524 >

name: ENSE00001561154

Coding DNA Sequence

1676592 = 16764 start-end: 19962527-19962815 1676585 > <}

strand: +
1676508 > length: 289 <t
chromaosome: 22
167 source: havana
type: €DS
1676553>  phase:0

1676539 > Attributes:

parent: transcript:ENSTO0000403710
1676526 > id: CDS:ENSP00000385917
1676506 >

1676491 >

12
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*Functional Analysis Modulez{ERUEY,

-BLASTZZE1TI DL BILFIBE T RIOEROT -5 (FASTAT?A)L)(C
D My Ty MNEH DIBERNITRRENE T,

‘InterProScanz=E{T79 3¢ IUINIED RAA I ABIEOEF —IREDIFEEIETE CEET,

A—=RBO7IINTVZ LABlast2GOF5ERICEDIE. 70004 A LOMHAFTSIHOEENHDET .

=[w]| Nr = Tags = SeqMame = Description = Length | = #Hits | = e-Value | = sim mean | = #G0 = GO IDs = GO Names = Enzyme Codes | = Enzyme Na..
scomosy  Poe ok
: . . F:GC:0008270; o : guanine
! . ’ H = N
[¥]244 g344.t1 guanine deaminase protein 456 20 OEQ 06.69% 4 FGO:0008892: ::Lnai?g;:eg:;?;;el EC:3.5.4.3 dearminase
C:60:0005829 =
Cicytosol

EEDAITZE.

1254919344 11 (397 =>7 7z —C(CEEL.

guanine catabolic processt>guanine deamlnase activityREDBSE T ZGOBERN
oA NIECEN EAHEIN S,

In ErFrc:-IDs = InterPro GO IDs | =

G3D5A:3.20.20.140

(GEMESDY); IPRODGESD

(PFAM); IPRO14311

[TIGRFAM); IPRO11059 P:GO:0006147;
(G3DSA:2.30.40.GENE3F:GO:0008270;

D) PTHR11271 F:GO:0008592;
(PANTHER); F:G0:0016787;
IPRO14311 F:GO:0016810
(PTHR11271:PANTHER

); IPRO32466

(SUPERFAMILY)

Fllgeng

biosciences & nanosciences

InterPro GO Names

P:guanine catabolic
process; Fizing ion
binding; F:guanine
deaminase activity;
F:hydrolase activity;
F:hydrolase activity,
acting on
carbon-nitrogen (but
not peptide) bonds

13
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Species

7 )T =2V FRATHERNOAR R 138 S0 F B IR TEE T,

CCTIEO—8ZTHEMTULEY,

Top-Hit Species Distribution [itag3_2_cds_virid]

#BLAST Top-|
12000 13,000

s
[] 1000 2000 3000 4000 5000 6000 7000  B000 9000 10000 11,000 14000 15000 16000 17000 18000 19000 20,000 2L000 22000 23000 24,000

Solanum kycopersicum

Solanum permneli 1 [ T
Solanum tuberosum | [ ]

Capsicum anmuum | [T

MNicatiana attenuata [0

Capsicum chinense 1[I0

Capsicum baccatum [

Hicotiana tabacum { [

iana sylvestris | [I]

Hicotiana tomentosiformis {[I]
Helianthus annuus.
Solanum demissum
Solanum commersonii
Solanum pimpinelifolium
Ricinus commuris
Arabidopsis thaliana
Quercus subar

Gossypium barbadense
Solanum habrochates
Solanum chilense

Solanum bulbocastanum
Medicago truncatula
Solanum chessmanise
Hardroanthus impetiginosus

Dorcoceras hygrometricum

Artemisia anmua

Tachroma gesnericides

Selanum galspagense

Olea europaea var, sylvestris

athers { [

BLAST TIRZRESNIZEMIRED LY M

ution by Level (7) - Top 20

GO Disti

#Seqs
900 1000 1100 1200 1300 1400 1500 1600 1700 1800 1000

&

2000

biosciences & nanosciences

2400 2200 2300 2400 2500 2800 2700

2800

g

2000 3000

25,000

nucleic acid-templated transcription
reguiation of nucleic acicitemplated transcript.
protein phospherylation

monacarbox ylic acid metabolc process
protein modification by small protein conjugai.
purine ribonuclectide metabolc process
inorganic ion transmembrane transport
cation transmembrane transport
postive reguiation of nucleic acic-templatedt
IA metabolic process
transcription by RNA polymerase |
NcRNA metabolc process
peptidyl-amine acid modification
regulation of transcription by RNA polymerase I
ncRNA processing
urine ribonucleoside metaboic process
ribonucicosids iriphosphate metabolic process
purine nusleaside triphosphate metaboic process
negative reguiation of nucleic acidAempl
mdification-dependrt protein cataboiic process

[:d

nucleoside-riphasphatase activty
inc on binding
ron on binding
proten transmembrane transporter activity

ATPase ackvhy, coupled o transmembrane movem
copper ion binding
sequence.specifc double-stranded DA binding
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https://filgen.jp/Product/BioScience21-software/BioBam/index.htm
https://filgen.jp/Product/BioScience21-software/BioBam/OmicsBox_demo_install.pdf
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