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Genome Analysis

& A ) LOBFIRE

UIPLY RS ) U TREVEBHIITE
De-Novo AssemblyPORF-EEFAIEBROTAMEE. -

Short-Read Quality Assessment with FastQC

UI7LI ARG ) LT —ANDOIVE S T ieaias, O J)—R e
F=ACBIIELTVETD,

=

v Quality Control And Assessment
v De-Novo Assembly
, - £ ODNA-Seq!)— MEBERICT )7 -S> &5 0., FHEINERTTING I
v Alignment and Polishing
v Long Reads Genome Analysis .
J _ Y o >3—RNJ—keO>9Y—RoDe-Novo Assembly
v Repeat Masking and Gene Finding
Genome Analysis €21-)U&. >—T>ASNIT ) LAOYF
B RERT (EDU—-RNSEBIEFAEIEET) | RN
7 D1-Y-JU>RY—RIFETITIENTEET . T-IDIA
R e ! I D74 F1vI(d. FastQCeTrimmomaticz{ERALTITOZE

— A\ GFF Drosophila_melanogaster BDGP6.94.gff3  [Labels [ Toolip ®Features [Gene [ Transcripts ElExon McCDS O

s = om MTE V= ROTIAI DT PEREIEROMREEITIEN

B> ] (xs [] o]

Irp-1A C£G6985 > <rumi < CGAT25 < CG43091 < CR43654

Irp-1A-RA CGB985-RA >  <rumi-RA <CG4T25-RA < CG43091-RA < FBtr0310109
CCCCC 2

NS
[ i a w
CRAS548 > vret < rumi-RB <CG4T23  <CG43002 < FB0310108 0] Be °

=] e B TS T IBEC LD, BIY J LOBED)\~ KO TT RN E

e S . EUBVRY IS~ 25 — T FIES BN TEET
ez ZOEZ1-)LTIE. ABYSS, SPAdes. FlyezEDHRR

s = PATUZ LEERALT, ¥a— M—ken>dY—Komso

e - BinsS — 2T 957> T F SHMEERIRHUET

o 2. FlyeldPilont A ENE TS — o> ARy > (cfE

AY3LETEET,

FIz. BWAPBowtie2(CL3U—R7 51> X MeshERr(C
. oo EITIBIENTEET, o, WEFAIEBHET RIS,

DNA-Seq De Novo Asssembly Strategies U E_ FODEIE'\'\DVX:F\/O7&1?57—5&)0)\\}_}|/'BFH%3“_CL/\35
9, OmicsBox (. &'/ ABLHI (.fasta) &73514> X2 b
O aByss (.bam) . A>bO>-IOV4EE (gff) IV S

AB S v ABySS (Assembly By Short Sequences) is a de novo, parallel, paired-end sequence
2 i i . It i i AN i A = 3> =
o T s 8 (vef) REBEDERNSYIRRTT /7 -2 e iR
capable of assembling large genomes. . e
{EIBTENBIRETT,

SPAdes

[ ™ SPAdes (St. Petersburg genome assembler) is an assembly toolkit containing various

L \ assembly pipelines based on the Bruijn Graph. SPAdes works with lllumina or

g\_’_/ 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.

Flye

E ,E.‘\ Flye is a de novo assembler for single-molecule sequencing reads, such as those
T produced by PacBio and Oxford Nanopore Technologies. It is designed for a wide

v range of datasets, from small bacterial projects to large mammalian-scale
assemblies. Flye uses the repeat graph as a core data structure.
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Genetic Variation
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Metagenomics
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Functional Analysis
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Example Workflow
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Computation Units
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